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(57) ABSTRACT 

The present invention is directed to novel polypeptides and 
to nucleic acid molecules encoding those polypeptides. Also 
provided herein are vectors and host cells comprising those 
nucleic acid Sequences, chimeric polypeptide molecules 
comprising the polypeptides of the present invention fused 
to heterologous polypeptide Sequences, antibodies which 
bind to the polypeptides of the present invention and to 
methods for producing the polypeptides of the present 
invention. 

CTGGGACTTGGCTTTCTCCGGATAAGCGGCGGCACCGGCGTCAGCGATGACCGTGCAGAGAC 
TCGTGGCCGCGGCCGTGCTGGTGGCCCTGGTCTCACTCATCCTCAACAACGTGGCGGCCTTC 
ACCTCCAACTGGGTGTGCCAGACGCTGGAGGATGGGCGCAGGCGCAGCGTGGGGCTGTGGAG 
GTCCTGCTGGCTGGTGGACAGGACCCGGGGAGGGCCGAGCCCTGGGGCCAGAGCCGGCCAGG 
TGGACGCACATGACTGTGAGGCGCTGGGCTGGGGCTCCGAGGCAGCCGGCTTCCAGGAGTCC 
CGAGGCACCGT CAAACTGCAGTTCGACATGATGCGCGCCTGCAACCTGGTGGCCACGGCCGC 
GCT CACCGCAGGCCAGCT CACCTTCCTCCTGGGGCTGGTGGGCCTGCCCCTGCTGT CACCCG 
ACGCCCCGTGCTGGGAGGAGGCCATGGCCGCTGCATCCAACTGGCGAGTTTTGTCCTGGTC 
ATCGGGCTCGTGACTTTCTACAGAATTGGCCCATACACCAACCTGTCCTGGTCCTGCTACCT 
GAACATTGGCGCCTGCCTTCTGGCCACGCTGGCGGCAGCCATGCTCATCTGGAACATTCTCC 
ACAAGAGGGAGGACTGCATGGCCCCCCGGGTGATTGTCATCAGCCGCTCCCTGACAGCGCGC 
TTTCGCCGTGGGCTGGACAATGACTACGTGGAGTCACCATGCTGAGTCGCCCTTCTCAGCGC 
TCCATCAACGCACACCTGCTATCGTGGAACAGCCTAGAAACCAAGGGACTCCACCACCAAGT 
CACTTCCCCTGCTCGTGCAGAGGCACGGGATGAGTCTGGGTGACCTCTGCGCCATGCGTGCG 
AGACACGTGTGCGTTTACTGTTATGTCGGTCATATGTCTGTACGTGTCGTGGGCCAACCTCG 
TTCTGCCTCCAGC 
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FIGURE 1 

CGGACGCGGGGTGCGAGGCGAAGGTGACCGGGGACCGAGCATTTCAGATCTGCTCGGTAGA 
CCTGGTGCACCACCACCATGTTGGCTGCAAGGCTGGTGTGTCTCCGGACACTACCTTCTAGG 
GTTTTCCACCCAGCTTTCACCAAGGCCTCCCCTGTTGTGAAGAATTCCATCACGAAGAATCA 
ATGGCTGTTAACACCTAGCAGGGAATATGCCACCAAAACAAGAATTGGGATCCGGCGTGGGA 
GAACTGGCCAAGAACT CAAAGAGGCAGCAT"TGGAACCATCGATGGAAAAAATATTTAAAATT 
GATCAGATGGGAAGATGGTTTGTTGCTGGAGGGGCTGCTGTTGGTCTTGGAGCATTGTGCTA 
CTATGGCTTGGGACTGTCTAATGAGATTGGAGCTATTGAAAAGGCTGTAATTTGGCCTCAGT 
ATGTCAAGGATAGAATTCATTCCACCTATATGTACTTAGCAGGGAGTATTGGTTTAACAGCT 
TTGTCTGCCATAGCAATCAGCAGAACGCCTGTECTCATGAACTTCATGATGAGAGGCTCTTG 
GGTGACAATTGGTGTGACCTTTGCAGCCATGGTTGGAGCTGGAATGCTGGTACGATCAATAC 
CATATGACCAGAGCCCAGGCCCAAAGCATCTTGCTTGGTTGCTACATTCTGGTGTGATGGGT 
GCAGTGGTGGCTCCTCTGACAATATTAGGGGGTCCTCTTCTCATCAGAGCTGCATGGTACAC 
AGCTGGCATTGTGGGAGGCCTCTCCACTGTGGCCATGTGTGCGCCCAGTGAAAAGTTTCTGA 
ACATGGGTGCACCCCTGGGAGTGGGCCTGGGTCTCGTCTTTGTGTCCTCATTGGGATCTATG 
TTTCTTCCACCTACCACCGTGGCTGGTGCCACTCTTTACT CAGTGGCAATGTACGGTGGATT 
AGTTCTTTTCAGCATGTTCCTTCTGTATGATACCCAGAAAGTAATCAAGCGTGCAGAAGTAT 
CACCAATGTATGGAGTTCAAAAATATGATCCCATTAACTCGATGCTGAGTATCTACATGGA'' 
ACATTAAATATATTTATGCGAGTTGCAACTATGCTGGCAACTGGAGGCAACAGAAAGAAATG 
AAGTGACTCAGCTTCTGGCTTCTCTGCTACATCAAATATCTTGTTTAATGGGGCAGATATGC 
ATTAAATAGTTTGTACAAGCAGCTTTCGTTGAAGTTTAGAAGATAAGAAACATGTCATCATA 
TTTAAATGTTCCGGTAATGTGATGCCTCAGGTCTGCCTTTTTTTCTGGAGAATAAATGCAGT 
AATCCTCTCCCAAATAAGCACACACATTTTCAATTCTCATGTTTGAGTGATTTTAAAATGTT 
TTGGTGAATGTGAAAACTAAAGTTTGTGTCATGAGAATGTAAGTCTTTTTTCTACT'''TAAAA 
TTTAGTAGGTTCACTGAGTAACTAAAATTTAGCAAACCTGTGTTTGCATATTTTTTTGGAGT 
GCAGAATATTGTAATTAATGTCATAAGTGATTTGGAGCTTTGGTAAAGGGACCAGAGAGAAG 
GAGTCACCTGCAGFCTTTTGTTTTTTTAAATACTTAGAACTTAGCACTTGTGTTATTGATTA 
GTGAGGAGCCAGTAAGAAACATCTGGGTATTTGGAAACAAGTGGTCATTGTTACATTCATTT 
GCTGAACTTAACAAAACTGTTCATCCTGAAACAGGCACAGGTGATGCATTCTCCTGCTGTTG 
CTTCTCAGTGCTCTCTTTCCAATATAGATGTGGTCATGTTTGACTTGTACAGAATGTTAATC 
ATACAGAGAATCCTTGATGGAATTATATATGTGTGTTTTACTTTTGAATGTTACAAAAGGAA 
ATAACTTTAAAACTATTCTCAAGAGAAAATATTCAAAGCATGAAATATGTFGCTTTTTCCAG 
AATACAAACAGTATACT CATG 
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FIGURE 4 

MASPSRRLOTKPVITCFKSVILLIYTFI FWITGVILLAVGIWGKVSLENYFSLLNEKATNVPF 
VLATGTVIILLGTFGCFATCRASAWMLKLYAMFLTLVFLVELVAAIWGFWFRHEIKNSFKN 
NYEKALKOYNSTGDYRSHAVDKIQNTLHCCGVTDYRDWTDTNYYSEKGFPKSCCKLEDCTPQ 
RDADKVNNEGCFIKVMTIIESEMGVVAGISFGVACFQLIGIFLAYCXSRAITNNQYEIV 

Important features of the protein: 
Signal peptide : 
amino acids 1-42 

Transmembrane domains: 
amino acids 19-42, 61-83, 92-114, 209-230, 

N-glycosylation site. 
amino acids 134-138 

Tyrosine kinase phosphorylation site. 
amino acids 160-168, 160-169 

N-myristoylation site. 
amino acids 75-81, 78-84, 210-216, 214-220, 226-232 

Prokaryotic membrane lipoprotein lipid attachment site. 
aInlino acids 69-8 O 211-222 



Patent Application Publication Jul. 24, 2003 Sheet 5 of 115 US 2003/0138898A1 

FIGURES 
GGGGCCGCGGTCTAGGGCGGCTACGTGTGTTGCCATAGCGACCATTTTGCATTAACTGGTTG 
GTAGCTTCTATCCTGGGGGCTGAGCGACTGCGGGCCAGCTCTTCCCCTACTCCCTCTCGGCT 
CCTTGTGGCCCAAAGGCCTAACCGGGGTCCGGCGGTCTGGCCTAGGGATCTTCCCCGTTGCC 
CCTTTGGGGCGGGATGGCTGCGGAAGAAGAAGACGAGGTGGAGTGGGTAGTGGAGAGCATCG 
CGGGGTTCCTGCGAGGCCCAGACTGGTCCATCCCCATCTTGGACTTTGTGGAACAGAAATGT 
GAAGTTAACTGCAAAGGAGGGCATGTGATAACTCCAGGAAGCCCAGAGCCGGTGATTTTGGT 
GGCCTGTGTTCCCCTTGTTTTTGATGATGAAGAAGAAAGCAAATTGACCTATACAGAGATTC 
ATCAGGAATACAAAGAACTAGTTGAAAAGCTGTTAGAAGGTTACCT CAAAGAAATTGGAATT 
AATGAAGAT CAATTTCAAGAAGCATGCACTTCTCCTCTTGCAAAGACCCATACATCACAGGC 
CATTTTGCA ACCTGTGTTGGCAGCAGAAGATTTTACTATCTTTAAAGCAATGATGGTCCAGA 
AAAACATTGAAATGCAGCTGCAAGCCATTCGAATAATTCAAGAGAGAAATGGTGTATTACCT 
GACTGCTTAACCGATGGCTCTGATGTGGTCAGTGACCTTGAACACGAAGAGATGAAAATCCT 
GAGGGAAGTTCTTAGAAAATCAAAAGAGGAATATGACCAGGAAGAAGAAAGGAAGAGGAAAA 
AACAGTTATCAGAGGCTAAAACAGAAGAGCCCACAGTGCATTCCAGTGAAGCTGCAATAATG 
AATAATTCCCAAGGGGATGGTGAACATTTTGCACACCCACCCTCAGAAGT"TAAAATGCATTT 
TGCTAATCAGTCAATAGAACCTTTGGGAAGAAAAGTGGAAAGGTCTGAAACTTCCTCCCTCC 
CACAAAAAGGCCTGAAGATTCCTGGCTTAGAGCATGCGAGCATTGAAGGACCAATAGCAAAC 
TTATCAGTACTTGGAACAGAAGAACTTCGGCAACGAGAACACTATCTCAAGCAGAAGAGAGA 
TAAGTTGATGTCCATGAGAAAGGATATGAGGACTAAACAGATACAAAATATGGAGCAGAAAG 
GAAAACCCACTGGGGAGGTAGAGGAAATGACAGAGAAACCAGAAATGACAGCAGAGGAGAAG 
CAAACATTACTAAAGAGGAGATTGCTTGCAGAGAAACT CAAAGAAGAAGTTATTAATAAGTA 
ATAATTAAGAACAATTTAACAAAATGGAAGTTCAAATTGTCTTAAAAATAAATTATTTAGTC 
CTTACACTG 
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FIGURE 6 

MAAEEEDEVEWVVESIAGFLRGPDWSIPII, DFVEOKCEVNCKGGHVITPGSPEPVILVACVP 
LVFDDEEESKLTYTEIHOEYKELVEKLLEGYLKEIGINEDQFQEACTSPLAKTHTSQAILQP 
VLAAEDFTIFKAMMVQKNIEMQLQAIRIIQERNGVL PDCLTDGSDVVSDLEHEEMKILREVL 
RKSKEEY DOEEERKRKKQLSEAKTEEPTVHSSEAAIMNNSQGDGEHFAHPPSEWKMH FANOS 
IEPLGRKVERSETSSLPOKGLKIPGLEHASIEGPIANLSVLGTEEl RQREHYLKQKRDKLMS 
MRKDMRTKOIQNMEQKGKPTGEVEEMTEKPEMTAEEKOTIT.KRRILLAEKLKEEVINK 

N-glycosylation sites. 
amino acids 224-228, 24 6-250, 285-289 

N-myristoylation site. 
amino acids 273-279 

Amidation site. 
amino acids 252-256 

Cytosolic fatty-acid binding proteins. 
amino acids 78-108 
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FIGURE 8 

Signal Peptide: 
Amino acids 1-30 

Transmembrane : 
Amino acids 198-212 

MAPHGPGSLTTLVPWAAALLLALGVERALALPEICTQCPGSVQNLSKVAFYCKTTRELMLHA 
RCCLNQKGTILGLDLQNCSLEDPGPNFHQAHTTVIIDLOAN PLKGDLANTFRGFTQLQTLIL 
POHVNCPGGINAWNTITSYIDNQICOGOKNLCNNTGDPEMCPENGSCVPDGPGLLOCVCADG 
FHGYKCMROGSFSLLMFFGILGATTLSWSILLWATORRKAKTS 
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FIGURE 10 

MAPARTMARARLAPAGIPAVALWLLCTLGLOGTOAGPPPAPPGLPAGADCLNSFTAGVPGFV 
LDTNASVSNGATELESPTVRRGW DCVRACCTTONCNLALVELOPDRGE DAIAACFLINCLYE 
ONE VCKFAPREGFINYLTREVYRSYRQLRTQGFGGSGIPKAWAGIDLKVOPOEPLVLKDVEN 
TDWRLLRGDTDVRVERKDPNOVELWGLKEGTYLFOLTVTSSDHPEDTANVTVTVLSTKOTED 
YCLASNKVGRCRGSFPRWYYDPTEQICKSEVYGGCLGNKNNYLEREEECILACRGVOGGPLRG 
SSGAOATFPQGPSMERRHPVCSGTCOPTOFRCSNGCCIDSFLECDDTPNCPDASDEAACEKY 
TSGFDELQRIHFPSDKGHCVDLPDTGLCKESIPRWYYNPFSEHCARFTYGGCYGNKNNFEEE 
QQCLESCRGISKKDVFGLRREIPIPSTGSVEMAVTVFLVICIVVVVAILGYCFFKNORKDFH 
GHHHHPPPTPASSTVSTTEDTEHLVYNHTTR PL 

signal sequence: 
Amino acids 1-35 

transmembrane domain : 
Amino acids 466 - 483 

N-glycosylation sites: 
Amino acids 66-70; 235-239; 523-527 

N-myristoylation sites: 
Amino acids 29-35; 43–49; 161-167; 212-218; 281-287; 282-288; 285-291; 
31 O-316; 313-319; 422 - 428; 423-429, 42 6-432 

Cell attachment sequence: 
Amino acids 193-199 

Pancreatic trypsin inhibitor (Kunitz) family signatures : 
Amino acids 278-298; 419-438 
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FIGURE 14 

></usr/seqdb2/s st/DNA/Dnased s. min/ss. DNA44189 
><subunit 1 of 1, 412 aa 1 stop 
> <MW: 46658, pI: 6.65 NX (S/T) : 4 
MGLHLRPYRVGLLPDGELFLLLLLMLLADPALPAGRHPPVVLVPGDLGNOLEAKLDKPTV 
WHYLCSKKTESYFTIWLNLELLLPVIIDCWIDNIRLWYNKTSRATOFPDGV DVRVPGFGK 
TFSLEFLDPSKSSWGSYFHTMVESLVGWGYTRGEDVRGAPYDWRRAPNENGPYFLALREM 
IEEMYOLYGGPVVLVAHSMGNMYTLYFLQRQPQAWKDKYIRAFVSLGAPWGGVAKTLRVL 
ASGDNNRIPVIGPLKIREOORSAVSTSWLLPYNYTWSPEKVFWOTPTINYTLRDYRKFFQ 
DIGFEDGWLMRQDTEGLVEATMPPGVOLHCLYGTGVPTPDSFYYESFPDRDPKICFGDGD 
GTVNLKSALQCOAWQSRQEHQVLLQELPGSEHIEMLANATTLAYLKRVLLGP 

Signal peptide : 
Amino acids 1-28 

Potential lipid substrate binding site: 
Amino acids 147-164 

N-glycosylation sites: 
Amino acids 99-103; 273-277; 289-293; 398-402 

Lipases, serine proteins family: 
Amino acids 189-2O2 

Beta-transducin family Trp-Asp repeat: 
Amino acids 353 - 366 

Tyrosine kinase phosphorylation site: 
Amino acids 165-174; 178-186 

N-myristoylation sites: 
Amino acids 2OO-206; 227-233; 232-238; 31 6-322 
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FIGURE 16 

></usr/seqdb2/s st/DNA/Dna seqs. min / ss. DNA 48.303 
><subunit 1 of 1, 274 aa, 1 stop 
><MW: 30754, pI: 7.77, NX (S/T) : O 
MASMAAVLTWALALLSAFSATQARKGFWDYFSOTSGDKGRVEQIHOOKMAREPATLKDSL 
EODLNNMNKFLEKLRPLSGSEAPRLPQDPWGMRROLQEELEEVKARLQPYMAEAHELVGW 
NLEGLRQQLKPYTMDLMEQVALRVQELQEQLRVVGEDTKAOLLGGVDEAWALLOGLQSRV 
VHHTORFKELFHPYAESLVSGIGRHVOELHRSVAPHAPASPARLSRCVOVLSRKLTLKAK 
ALHARIOONLDQLREELSRAFAGTGTEEGAGPDP 

Important features of the protein: 
Signal peptide : 
Amino acids 1-23 

Glycosaminoglycan attachment site: 
Amino acids 2OO-2O4 

cAMP- and ceMP-dependent protein kinase phosphorylation site: 
Amino acids 233-237 

N-myristoylation sites: 
Amino acids 165-171; 265-271 
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FIGURE 17 

CTAAGAGGACAAGATGAGGCCCGGCCTCTCATTTCTCCTAGCCCTTCTGTTCTTCCTTGGCC 
AAGCTGCAGGGGATTTGGGGGATGTGGGACCTCCAATTCCCAGCCCCGGCTTCAGCTCTTTC 
CCAGGTGTTGACTCCAGCTCCAGCTTCAGCTCCAGCTCCAGGTCGGGCTCCAGCTCCAGCCG 
CAGCTTAGGCAGCGGAGGTTCTGTGTCCCAGTTGTTTTCCAATTTCACCGGCTCCGTGGATG 
ACCGTGGGACCTGCCAGTGCTCTGTTTCCCTGCCAGACACCACCTTTCCCGTGGACAGAGTG 
GAACGCTTGGAATTCACAGCTCATGTTCTTTCTCAGAAGTTTGAGAAAGAACTTTCTAAAGTG 
AGGGAATATGTCCAATTAATTAGTGTGTATGAAAAGAAACTGTTAAACCTAACTGTCCGAAT 
TGACATCATGGAGAAGGATACCATTTCTTACACTGAACTGGACTTCGAGCTGATCAAGGTAG 
AAGTGAAGGAGATGGAAAAACTGGTCATACAGCTGAAGGAGAGTTTTGGTGGAAGCTCAGAA 
ATTGTTGACCAGCTGGAGGTGGAGATAAGAAATATGACTCTCTTGGTAGAGAAGCTTGAGAC 
ACTAGACAAAAACAATGTCCTTGCCATTCGCCGAGAAATCGTGGCTCTGAAGACCAAGCTGA 
AAGAGTGTGAGGCCTCTAAAGAT CAAAACACCCCTGTCGTCCACCCTCCTCCCACTCCAGGG 
AGCTGTGGTCATGGTGGTGTGGTGAACATCAGCAAACCGTCTGTGGTTCAGCTCAACTGGAG 
AGGGTTTTCTTATCTATATGGTGCTTGGGGTAGGGATTACTCTCCCCAGCATCCAAACAAAG 
GACTGTATTGGGTGGCGCCATTGAATACAGATGGGAGACTGTTGGAGTATTATAGACTGTAC 
AACACACTGGATGATTTGCTATTGTATATAAATGCTCGAGAGTTGCGGAT CACCTATGGCCA 
AGGTAGTGGTACAGCAGTTTACAACAACAACATGTACGTCAACATGTACAACACCGGGAATA 
TTGCCAGAGTTAACCTGACCACCAACACGATTGCTGTGACT CAAACTCTCCCTAATGCTGCC 
TATAATAACCGCTTTTCATATGCTAATGTTCCTTGGCAAGATATTGACTTTGCTGTGGATGA 
GAATGGATTGTGGGTTATTTATTCAAGTGAAGCCAGCACTGGTAACATGGTGATTAGTAAAC 

* TCAATGACACCACACTTCAGGTGCTAAACACTTGGTATACCAAGCAGTATAAACCATCTGCT 
TCTAACGCCTTCATGGTATGTGGGGTTCTGTATGCCACCCGTACTATGAACACCAGAACAGA 
AGAGATTTTTTACTATTATGACACAAACACAGGGAAAGAGGGCAAACTAGACATTGTAATGC 
ATAAGATGCAGGAAAAAGTGCAGAGCATTAACTATAACCCTTTTGACCAGAAACTTTATGTC 
TATAACGATGGTTACCTTCTGAATTATGATCTTTCTGTCTTGCAGAAGCCCCAGTAAGCTGT 
TTAGGAGTTAGGGTGAAAGAGAAAATGTTTGTTGAAAAAATAGTCTTCTCCACTTACTTAGA 
TATCTGCAGGGGTGTCTAAAAGTGTGTTCATTTTGCAGCAATGTTTAGGTGCATAGTTCTAC 
CACACTAGAGATCTAGGACATTTGTCTTGATTTGGTGAGTTCTCTTGGGAATCATCTGCCTC 
TTCAGGCGCATTTTGCAATAAAGTCTGTCTAGGGTGGGATTGTCAGAGGTCTAGGGGCACTG 
TGGGCCTAGTGAAGCCTACTGTGAGGAGGCTTCACTAGAAGCCTTAAATTAGGAATTAAGGA 
ACTTAAAACT CAGTATGGCGTCTAGGGATTCTTTGTACAGGAAATATTGCCCAATGACTAGT 
CCT CATCCATGTAGCACCACTAATTCTTCCATGCCTGGAAGAAACCTGGGGACTTAGTTAGG 
TAGATTAATATCTGGAGCTCCTCGAGGGACCAAATCTCCAACTTTTTTTTCCCCT CACTAGC 
ACCTGGAATGATGCTTTGTATGTGGCAGATAAGTAAATTTGGCATGCTTATATATTCTACAT 
CTGTAAAGTGCTGAGTTTTATGGAGAGAGGCCTTTTTATGCATTAAAITCTACATGGCAAATAA 
ATCCCAGAAGGATCTGTAGATGAGGCACCTGCTTTTTCTTTTCTCTCATTGTCCACCTTACT 
AAAAGTCAGTAGAATCTTCTACCTCATAACTTCCTTCCAAAGGCAGCTCAGAAGATTAGAAC 
CAGACTTACTAACCAATTCCACCCCCCACCAACCCCCTTCTACTGCCTACTTTAAAAAAATT 
AATAGTTTTCTATGGAACTGATCTAAGATTAGAAAAATTAATTTTCTTAATTCATTATGG 
ACTTTTATTTACATGACTCTAAGACTATAAGAAAATCTGATGGCAGTGACAAAGTGCTAGCA 
TTTATTGTTATCTAATAAAGACCTTGGAGCATATGTGCAACTTATGAGTGTATCAGTTGTTG 
CATGTAATTTTTGCCTTTGTTTAAGCCTGGAACTTGTAAGAAAATGAAAATTTAATTTTTTT 
TTCTAGGACGAGCTATAGAAAAGCTATTGAGAGTATCTAGTTAATCAGTGCAGTAGTTGGAA 
ACCTTGCTGGTGTATGTGATGTGCTTCTGTGCTTTTGAATGACTTTATCATCTAGTCTTTGT 
CTATTTTTCCTTTGATGTTCAAGTCCTAGTCTATAGGATTGGCAGTTTAAATGCTTTACTCC 
CCCTTTTAAAATAAATGATTAAAATGTGCTTTGAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 18 
</usr/seqdb2/s st/DNA/Dna seqs.min / ss. DNA48320 
<subunit 1 of 1, 510 aa, 1 stop 
<MW: 57 280, pI : 5. 61, NX (S/T) : 6 
MRPGLSFLLALLFFLGOAAGDLGDVGPPIPSPGFSSFPGVDSSSSFSSSSRSGSSSSRSL 
GSGGSVSQL, FSNETGSVDDRGTCQCSVSLPDTTFPVDRVERLEFTAHVLSQKFEKELSKV 
REYVOLTSVYEKKLINE,TVRIDIMEKDTISYTELDFELIKVEVKEMEKLVIQLKESEGGS 
SEIVDOLEVEIRNMTLLVEKLETLDKNNVLAIRREIVALKTKLKECEASKDQNTPVVHPP 
PTPGSCGHGGVVNISKPSVVOLNWRGFSYLYGAWGRDYSPQHPNKGLYWVAPLNTDGRLL 
EYYRLYNTLDDLLLYINARELRITYGOGSGTAVYNNNMYWNMYNTGNIARVNLTTNTIAV 
TOTLPNAAYNNRFSYANVAWQDIDFAVDENGLWVIYSTEASTGNMVISKLNDTTLQVLNT 
WYTKOYKPSASNAFMVCGVLYATRTMNTRTEEIFYYYDTNTGKEGKLDIVMHKMOEKVQS 
INYNPFDQKLYWYNDGYLLNYDLSVLQKPO 

Important features: 
Signal peptide: 
Amino acids 1-2O 

N-glycosylation sites: 
Amino acids 72-76; 136-140; 193-197; 253-257; 352-356; 

41 - 415 

Tyrosine kinase phosphorylation site: 
Amino acids 4 49-457 

N-myristoylation sites : 
Anino acids 16-22; 39-45; 53-59; 61-67; 63- 69; 81-87; 

249-255; 326-332; 328-334; 438-444 

Legume lectins beta-chain proteins: 
Amino acids 20-A O 

HBGF/FGF family proteins: 
Amino acids 338-366 
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FIGURE 19 

GCACCGCAGACGGCGCGGATCGCAGGGAGCCGGTCCGCCGCCGGAACGGGAGCCTGGGTGTG 
CGTGTGGAGTCCGGACTCGTGGGAGACGATCGCGATGAACACGGTGCTGTCGCGGGCGAACT 
CACTGTTCGCCTTCTCGCTGAGCGTGATGGCGGCGCT CACCTTCGGCTGCTTCAT CACCACC 
GCCTTCAAAGACAGGAGCGTCCCGGTGCGGCTGCACGTCTCGCGGATCATGCTAAAAAATGT 
AGAAGATTTCACTGGACCTAGAGAAAGAAGTGATCTGGGATTTATCACATTTGATATAACTG 
CTGATCTAGAGAATATATTTGATTGGAATGTTAAGCAGTTGTTTCTTTATTTATCAGCAGAA 
TATTCAACAAAAAATAATGCTCTGAACCAAGTTGTCCTATGGGACAAGATTGTTTTGAGAGG 
TGATAATCCGAAGCTGCTGCTGAAAGATATGAAAACAAAATATTTTTTCTTTGACGATGGAA 
ATGGTCTCAAGGGAAACAGGAATGTCACTTTGACCCTGTCTTGGAACGTCGTACCAAATGCT 
GGAATTCTACCTCTTGTGACAGGATCAGGACACGTATCTGTCCCATTTCCAGATACATATGA 
AATAACGAAGAGTTATTAAATTATTCTGAATTTGAAACAAAAA 
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FIGURE 20 

></usr/seqdb2/s st/DNA/Dna seqS. min/ss. DNA56049 
><subunit. 1 of 1, 180 aa, 1 stop 
><MW: 20313, pI: 8.91, NX (S/T) : 1 
MNTVISRANSLFAFSLSVMAALTFGCFITTAFKDRSWPVRLHVSRIMLKNVEDFTGPRER 
SDLGFITFDITADLENIFDWNVKQLFLYLSAEYSTKNNALNOVVLWDKIVLRGDNPKLLL 
KDMKTKYFFFDDGNGLKGNRNVTLTLSWNVVPNAGILPLVTGSGHVSVPFPDTYEITKSY 

Important features of the protein: 
Signal peptide : 
Amino acids 1-25 

Transmembrane domain : 
Amino acids 149-16A 

N-glycosylation site: 
Amino acids 141-145 

N-myristoylation sites: 
Amino acids 25-3 ; 135-141 

Cell attachment sequence: 
Amino acids 112-15 

TonB-dependent receptor proteins signature 1: 
Amino acids 1-21 
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FIGURE 21 

AAACTTGACGCCATGAAGATCCCGGTCCTTCCTGCCGTGGTGCTCCTCTCCCTCCTGGTGCT 
CCACTCTGCCCAGGGAGCCACCCTGGGTGGTCCTGAGGAAGAAAGCACCATTGAGAATTATG 
CGTCACGACCCGAGGCCTTTAACACCCCGTTCCTGAACATCGACAAATTGCGATCTGCGTTT 
AAGGCTGATGAGTTCCTGAACTGGCACGCCCTCTTTGAGTCTATCAAAAGGAAACTTCCTTT 
CCTCAACTGGGATGCCT"I'TCCTAAGCTGAAAGGACTGAGGAGCGCAACTCCTGATGCCCAGT 
GACCATGACCTCCACTGGAAGAGGGGGCTAGCGTGAGCGCTGATTCTCAACCTACCATAACT 
CTTTCCTGCCTCAGGAACTCCAATAAAACATTTTCCATCCAAA 
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FIGURE 22 

></usr/sedOb2/s st/DNA/Dnased s. min/ss. DNA57 694 
><subunit 1 of 1, 99 aa, l stop 
><MW: 11050, pI: 7. 47, NX (S/T) : 0 
MKIPVLPAVVLLSLLVLHSAOGATLGGPEEESTIENYASRBEAFNTPFLNIDKLRSAFKA 
DEFLNWHAL FESIKRKLPFLNWDAFPKLKGLRSATPDAQ 

Important features: 
Signal peptide: 
Amino acids 1-22 

N-myristoylation sites : 
Amino acids 22-28; 90-96 

Homologous region to Perioxdase: 
AI nino acids 16- 48 
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FIGURE 23 
TCTCAGACTCTTGGAAGGGGCTATACTAGACACACAAAGACAGCCCCAAGAAGGACGGTGGA 
GTAGTGTCCTCGCTAAAAGACAGTAGATATGCAACGCCTCTTGCTCCTGCCCTTTCTCCTGC 
TGGGAACAGTTTCTGCTCTTCATCTGGAGAATGATGCCCCCCATCTGGAGAGCCTAGAGACA 
CAGGCAGACCTAGGCCAGGATCTGGATAGTTCAAAGGAGCAGGAGAGAGACTTGGCTCTGAC 
GGAGGAGGTGATTCAGGCAGAGGGAGAGGAGGTCAAGGCTTCTGCCTGTCAAGACAACTTTG 
AGGATGAGGAAGCCATGGAGTCGGACCCAGCTGCCTTAGACAAGGACTTCCAGTGCCCCAGG 
GAAGAAGACATTGTTGAAGTGCAGGGAAGICCAAGGTGCAAGACCTGCCGCTACCTATTGGT 
GCGGACTCCTAAAACTTTTGCAGAAGCTCAGAATGTCTGCAGCAGATGCTACGGAGGCAACC 
TTGTCTCTATCCATGACTTCAACTTCAACTATCGCATTCAGTGCTGCACTAGCACAGTCAAC 
CAAGCCCAGGTCTGGATTGGAGGCAACCTCAGGGGCTGGTTCCTGTGGAAGCGGTTTTGCTGG 
ACTGATGGGAGCCACTGGAATTTTGCTTACTGGTCCCCAGGGCAACCTGGGAATGGGCAAGG 
CTCCTGTGTGGCCCTATGCACCAAAGGAGGTTATTGGCGACGAGCTCAATGCGACAAGCAAC 
TGCCCTTCGTCTGCTCCTTCTAAGCCAGCGGCACGGAGACCCTGCCAGCAGCTCCCTCCCGT 
CCCCCAACCTCTCCTGCTCATAAATCCAGACTTCCCACAGCAAAAAAAAAAAAAAAAAA 
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FIGURE 24 

</usr/seqdb2/s st/DNA/Dnasegs. min/ss. DNA59208 
<subunit 1 of 1, 225 aa, 1 stop 
KMW: 25447, pI: 4.79, NX (S/T) : 0 
MORLLLLPFLLLGTVSALHLENDAPHLESLETQADLGQDLDSSKEQERDLALTEEVIQAE 
GEEVKASACODNFEDEEAMESDPAALDKDFOCPREEDIVEVOGSPRCKTCRYLLVRTPKT 
FAEAQNVCSRCYGGNLVSIHDFN FNYRIOCCTSTVNOAOVWIGGNLRGWFLWKRFCWT DG 
SHWNFAYWSPGQPGNGQGSCVALCTKGGYWRRAQCDKQLPFVCSF 

Important features : 
Signal peptide: 
Amino acids 1-17 

N-myristoylation sites: 
Amino acids 13-19; 103-109; 134-140; 164-170; 

180-186; 191-197; 194-200; 196-202; 
1 98-2O4. 

C-type lectin domain signature : 
Amino acids 2 OO-224 
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FIGURE 25 

CAACAGAAGCCAAGAAGGAAGCCGTCTATCTTGTGGCGATCATGTATAAGCTGGCCTCCTGC 
TGTTTGCTTTTCACAGGATTCTTAAATCCTCTCTTATCTCTTCCTCTCCTTGACTCCAGGGA 
AATATCCTTTCAACTCTCAGCACCT"CATGAAGACGCGCGCTTAACTCCGGAGGAGCTAGAAA 
GAGCTTCCCTTCTACAGATATTGCCAGAGATGCTGGGTGCAGAAAGAGGGGATATTCTCAGG 
AAAGCAGACT CAAGTACCAACATTTTTAACCCAAGAGGAAATTTGAGAAAGTTTCAGGATTT 
CTCTGGACAAGATCCTAACATTTTACTGAGTCATCTTTTGGCCAGAATCTGGAAACCATACA 
AGAAACGTGAGACTCCTGATTGCTTCTGGAAATACTGTGTCTGAAGTGAAATAAGCATCTGT 
TAGTCAGCTCAGAAACACCCATCTTAGAATATGAAAAATAACACAATGCTTGATTTGAAAAC 
AGTGTGGAGAAAAACTAGGCAAACTACACCCTGTTCATTGTTACCTGGAAAATAAATCCTCT 
ATGTTTTGCACAAAAAAAAAAAAAAA 
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FIGURE 26 

</usr/sedadb2/s st/DNA/Dnaseqs. Illin/ss. DNA59214 
<subunit 1 of 1, 124 aa, 1 stop 
<MW: 14284, pI : 8 - 14, NX (S/T) : 0 
MYKLASCCLLFTGFLNPLLSLPLLDSREISFOLSAPHEDARLTPEELERASLLQILPEML 
GAERGDILRKADSSTNIFNPRGNLRKFODFSGODPNILLSHLLARIWKPYKKRETPDCFW 
KYCW 

Important features: 
Signal peptide: 
Amino acids 1-20 

Urotensin II signature: 
Amino acids 118-124 

Cell attachment sequence: 
AIllino acids 64 - 67 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Amino acids 112-116 

N-myristoylation sites: 
Amino acids 61-67; 92-98 
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FIGURE 27 

CAAGTAAATGCAGCACTAGTGGGTGGGATTGAGGTATGCCCTGGTGCATAAATAGAGACTCA 
GCTGTGCTGGCACACTCAGAAGCTTGGACCGCATCCTAGCCGCCGACT CACACAAGGCAGGT 
GGGTGAGGAAATCCAGAGTTGCCATGGAGAAAATTCCAGTGTCAGCATTCTTGCTCCTTGTG 
GCCCTCTCCTACACTCTGGCCAGAGATACCACAGTCAAACCTGGAGCCAAAAAGGACACAAA 
GGACTCTCGACCCAAACTGCCCCAGACCCTCTCCAGAGGTTGGGGTGACCAACTCATCTGGA 
CTCAGACATATGAAGAAGCTCTATATAAATCCAAGACAAGCAACAAACCCTTGATGATTATT 
CATCACTTGGATGAGTGCCCACACAGTCAAGCTTTAAAGAAAGTGTTTGCTGAAAATAAAGA 
AATCCAGAAATTGGCAGAGCAGTTTGTCCTCCT CAATCTGGTTTATGAAACAACTGACAAAC 
ACCTTTCTCCTGATGGCCAGTATGTCCCCAGGATTATGTTTGTTGACCCATCTCTGACAGTT 
AGAGCCGATATCACTGGAAGATATTCAAATCGTCTCTATGCTTACGAACCTGCAGATACAGC 
TCTGTTGCTTGACAACATGAAGAAAGCTCTCAAGTTGCTGAAGACTGAATTGTAAAGAAAAA 
AAATCTCCAAGCCCTTCTGTCTGTCAGGCCTTGAGACTTGAAACCAGAAGAAGTGTGAGAAG 
ACTGGCTAGTGTGGAAGCATAGTGAACACACTGATTAGGTTATGGTTTAATGTTACAACAAC 
TATTTTTTAAGAAAAACAAGTTTTAGAAATTTGGTTTCAAGTGTACATGTGTGAAAACAATA 
TTGTATACTACCATAGTGAGCCATGATTTTCTAAAAAAAAAAATAAATGTTA 
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FIGURE 28 

></usr/seqdb2/s st/DNA/Dnased s. min / ss. DNA59485 
><subunit 1 of 1, 175 aa, 1 stop 
><MW: 19979, pI: 9. 26, NX (S/T) : 0 
MEKIPVSAFLLLVALSYTLARDTTVKPGAKKDTKDSRPKLPQTLSRGWGDQLIWTQTYEE 
ALYKSKTSNKPLMIIHHLDECPHSQALKKVFAENKEIOKLAEOFVLLNLVYETTDKHLSP 
DGOYVPRIMFVDPSLTVRADITGRYSNRLYAYEPADTAT,LLDNMKKALKLLKTEL 

Important features: 
Signal peptide : 
Amino acids 1-20 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Amino acids 30-34 
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AAGACCCTCTCTTTCGCTGTTTGAGAGTCTCTCGGCTCAAGGACCGGGAGGTAAGAGGTT 
TGGGACTGCCCCGGCAACTCCAGGGTGTCTGGTCCACGACCTATCCTAGGCGCCATGGGT 
GTGATAGGTATACAGCTGGTTGTTACCATGGTGATGGCCAGTGTCATGCAGAAGATTATA 
CCT CACTATTCTCTTGCTCGATGGCTACTCTGTAATGGCAGTTTGAGGTGGTATCAACAT 
CCTACAGAAGAAGAATTAAGAATTCTTGCAGGGAAACAACAAAAAGGGAAAACCAAAAAA 
GATAGGAAATATAATGGTCACATTGAAAGTAAGCCATTAACCATTCCAAAGGATATTGAC 
CTTCATCTAGAAACAAAGTCAGTTACAGAAGTGGATACTTTAGCATTGCATTACTTTCCA 
GAATACCAGTGGCTGGTGGATTCACAGTGGCTGCTACAGTTGTGTATCTAGTAACTGAA 
GTCTACTACAATTTTATGAAGCCTACACAGGAAATGAATATCAGCTTAGTCTGGTGCCTA 
CTTGTTTTGTCTTTTGCAATCAAAGTTCTATTTTCATTAACTACACACTATTTTAAAGTA 
GAAGATGGTGGTGAAAGATCTGTTTGTGTCACCTTTGGATTTTTTTTCTTTGT CAAAGCA 
ATGGCAGTGTTGATTGTAACAGAAAATTATCTGGAATTTGGACTTGAAACAGGGTTTACA 
AATTTTTCAGACAGTGCGATGCAGTTTCTTGAAAAGCAAGGTTTAGAATCTCAGAGTCCT 
GTTTCAAAACTTACTTTCAAATTTTTCCTGGCTATTTTCTGTTCATTCATTGGGGCTTTT 
TTGACATTTCCTGGATTACGACTGGCT CAAATGCATCTGGATGCCCTGAATTTGGCAACA 
GAAAAAATTACACAAACTTTACTTCATATCAACTTCTTGGCACCTTTATTTATGGTTTTG 
CTCTGGGTAAAACCAATCACCAAAGACTACATTATGAACCCACCACTGGGCAAAGAAATT 
TCCCCATCTGGAAGATGAAGATAATAGTATCTAACT CACAAGGTTATCATTGGAATAAAT 
GAAAGAACACATGTAATGCA ACCAGCTGGAATTAAGTGCT'TAATAAATGTTCTTTTCACT 
GCTTTGCCTCATCAGAATTAAAATAGAAATACTTGACTAGT 
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FIGURE 30 

</usr/seqdb2/sist / DNA/Dnasegs. full/ss. DNA64966 
<subunit. 1 of 1, 307 aa, 1 stop 
<MW: 35098, pI : 8 - 11, NX (S/T) : 3 
MGVIGIQLVVTMVMASVMQKIIPHYSIARWLLCNGSLRWYOHPTEEELRILAGKQQKGKT 
KKDRKYNGHIESKPLTIPKDDLHEET KSVTEVDTLALHYFPEYOWLVDFTWAATVVYLV 
TEVYYNEMKPTOEMNISLVWCLLVLSFAIKVLFSLTTHYFKVEDGGERSVCVTFGFFFFV 
KAMAVI, IVTENYLEFGLETGFTNFSDSAMOFLEKOGLESOSPVSKLTFKFFLAIFCSFIG 
AFLTFPGLRLAQMHLDALNLATEKITQTLLHIN FLAPLFMVLLWVKPITKDYIMNPPLGK 
ESPSGR 

Important features: 
Signal peptide: 
Anino acids 1-15 

Transmembrane domains : 
Amino acids 134-157; 169-189; 230-248; 272-285 

N-glycosylation sites: 
Amino acids 34-38; 135-139; 203-2O7 

ATP/GTP-binding site motif A (P-loop) : 
Amino acids 53-61 

Tyrosine kinase phosphorylation site: 
Amino acids 59-67 

N-myristoylation sites : 
Amino acids 165-171; 196-202; 24 O-246; 24 7-253 
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GTAGCATAGTGTGCAGTTCACTGGACCAAAAGCTTTGGCTGCACCTCTTCTGGAAAGCTGGCC 
ATGGGGCTCTTCATGATCATTGCAATTCTGCTGTTCCAGAAACCCACAGTAACCGAACAACT 
TAAGAAGTGCTGGAATAACTATGTACAAGGACATTGCAGGAAAATCTGCAGAGTAAATGAAG 
TGCCTGAGGCACTATGTGAAAATGGGAGATACTGTTGCCT CAATATCAAGGAACTGGAAGCA 
TGTAAAAAAATTACAAAGCCACCTCGTCCAAAGCCAGCAACACTTGCACTGACTCTTCAAGA 
CTATGTTACAATAATAGAAAATTTCCCAAGCCTGAAGACACAGTCTACATAAATCAAATACA 
ATTTCGTTTTCACTTGCTTCTCAACCTAGTCTAATAAACTAAGGTGATGAGATATACATCTT 
CTTCCTTCTGGTTTCTTGATCCTTAAAATGACCTTCGAGCATATTCTAATAAAGTGCATTGC 
CAGTFAAAAAAAAAAA 
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FIGURE 32 

></usr/seqdb2/s st/DNA/Dnased s. min/ss. DNA82403 
><subunit 1 of 1, 99 aa, 1 stop 
><MW: 11343, pI: 9. 17, NX (S/T) : 0 
MGLEMIIAILLFQKPTVTEOLKKCWNNYVOGHCRKICRVNEVPEALCENGRYCCLNIKEL 
EACKKITKPPRPKPATLALTLODYVTIIENFPSLKTOST 

cAMP- and ccMP-dependent protein kinase phosphorylation site: 
Amino acids 64 - 68 
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FIGURE 34 

></usr/seqdb2/s st/DNA/Dnasegs. min/ss. DNA83505 
><subunit 1 of 1, 402 aa, l stop 
> <MW: 43751, pI: 9. 42, NX (S/T) : 1 
MRRRLRLRRDALLTLILLGASLGLLLYAORDGAAPTASAPRGRGRAAPRPTPGPRAFOLPD 
AGAAPPAYEGDTPAPPTPTGPFDFARYLRAKDORRFPLLINQPHKCRGDGAPGGRPDLLI 
AVKSVAEDFERROAVROTWGAEGRVOGALVRRVFLLGV PRGAGSGGADEVGEGARTHWRA 
LLRAESLAYADILLWAFDDTFFNLTL KEIHFLAWASAFCPDVRFWFKGDADVEVNVGNLL 
EFLAPRDPAQDLLAGDVIVHARPIRTRASKYY IPEAVYGLPAY PAYAGGGGFWLSGATLH 
RLAGACAOVELFPIDDVFLGMCLORLRLTPEPHPAFRTFGIPOPSAAPHLST FDPCFYRE 
LVVVHGLSAADIWLMWRLLHGPHGPACAHPOPVAAGPFOWDS 

Important features of the protein: 
Signal peptide : 
Amino acids 1-27 

N-glycosylation site: 
Amino acids 2O3-2O7 

N-myristoylation sites : 
Amino acids 18-24; 31-37; 110-16; 57-63; 161-167 

163-169; 366-372 

Cell attachment sequence: 
Amino acids 107-110 
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FIGURE 36 

></usr/seqdb2/s st/DNA/Dnaseqs. Imin / ss. DNA84927 
><subunit 1 of 1, 378 aa, 1 stop 
><MW: 42310, pI: 9.58, NX (S/T) : 3 
MLPPQPSAAHQGRGGRSGLLPKGPAMLCRLCWLVSYSLAVLLLGCLL FLRKAAKPAGDPT 
AHOPE WAPPTPRHSRCPPNHTVSSASLSL, PSRHRLFLTYRHCRNFSILLEPSGCSKDTFL 
LLAIKSOPGHVERRAAIRSTWGRVGGWARGROLKLVFLLGVAGSAPPAQLLAYESREFDD 
ILQWDFTEDFFNLTLKELHLQRWVVAACPQAHEMLKGDDDVFVHVPNVLEFLDGWDPAOD 
LLVGDVIROALPNRNTKVKYFIPPSMYRATHYPPYAGGGGYVMSRATVRRLOAIMEDAEL 
FPIDDVFWGMCLRRLGLSPMHHAGFKTFGIRRPLDPLDPCLYRGLLLVHRLSPLEMWTMW 
ALVTDEGLKCAAGPIPQR 

Important features of the protein: 
Signal peptide: 
Amino acids 1 - 39 

Transmembrane domain : 
Anino acids 146-171 

N-glycosylation sites : 
Amino acids 79-83; 104-108; 192-196 

N-myristoylation sites: 
Amino acids 14-20; 160-166; 367-373 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 35-46 
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FIGURE 37 
AGAAAGTGATAATCAGGCAGCCCAAATGATTGT'TAATAAGGATCAAATGAGATCGTGTATG 
TGGGTCCAATCAATTGATTCTACACAAAGGAGCCTGGGGAGGGGCCATGGTGCCAATGCACT 
TACTGGGGAGACTGGAGAAGCCGCTTCTCCTCCTGTGCTGCGCCTCCTTCCTACTGGGGCTG 
GCTTIGCTGGGCATAAAGACGGACAT CACCCCCGTTGCTTATTTCTTTCTCACATTGGGTGG 
CI CTTCTTGTTTGCCTATCTCCTGGTCCGGTTTCTGGAATGGGGGCTTCGGTCCCAGCTCC 
AACAATGCAGACTGAGAGCCCAGGGCCCTCAGGCAATGCACGGGACAATGAAGCCTTTGAA 
GTGCCAGTCTATGAAGAGGCCGTGGTGGGACTAGAATCCCAGTGCCGCCCCCAAGAGTTGGA 
CCAACCACCCCCCTACAGCACTGTTGTGATACCCCCAGCACCTGAGGAGGAACAACCTAGCC 
ATCCAGAGGGGTCCAGGAGAGCCAAACTGGAACAGAGGCGAATGGCCTCAGAGGGGTCCATG 
GCCCAGGAAGGAAGCCCTGGAAGAGCTCCAACAACCTTCGGCTTCGGGGACCACGGGCTGT 
GTCCACTGCTCCTGATCTGCAGAGCTTGGCGGCAGTCCCCACATTAGAGCCTCTGACTCCAC 
CCCCTGCCTATGATGTCTGCTTTGGT CACCCTGATGATGATAGGTTTTTTATGAGGACAAC 
TGGGCACCCCCTTAAATGACTCTCCCAAGATTTCTCTTCTCTCCACACCAGACCTCGTTCAT 
TTGACTAACATTTTCCAGCGCCTACTATGTGTCAGAAACAAGTGTTTCTGCCTGGACATCAT 
AAATGGGGACTTGGACCCTGAGGAGAGTCAGGCCACGGTAAGCCCTTCCCAGCTGAGATATG 
GGTGGCATAATTGAGTCTTCTGGCAACATTTGGTGACCTACCCCATATCCAATATTTCCAG 
CGTTAGATTGAGGATGAGGTAGGGAGGTGATCCAGAGAAGGCGGAGAAGGAAGAAGTAACCT 
CTGAGTGGCGGCTATTGCTTCTGTTCCAGGTGCTGTTCGAGCTGTTAGAACCCTTAGGCTTGAC 
AGCTTGTGAGTTATTATTGAAAAATGAGGATTCCAAGAGTCAGAGGAGTTTGATAATGTGC 
ACGAGGGCACACTGCTAGTAAATAACATTAAAATAACTGGAATGAA 
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FIGURE 38 

></usr/seqdb2/s st/DNA/Dnaseqs.min / ss. DNA92264 
><subunit 1 of 1, 216 aa, 1 stop 
><MW: 23729, pI: 4.73, NX (S/T) : 0 
MVPMHLLGRLEKPLL LCCAS FLILGLALLGIKT DITPWAY FELTLGGFFLFAYLLWRFLE 
WGLRSOLOSMOTESPGPSGNARDNEAFEVPVYEEAVVGLESQCRPOELDQPPPYSTVVIP 
PAPEEEQPSHPEGSRRAKLEORRMASEGSMAQEGSPGRAPINLRLRGPRAVSTAPDLOSL 
AAVPTLEPLTPPPAYDVCFGHPDDDSWFYEDNWAPP 

Important features of the protein : 
Signal peptide : 
Amino acids 1-25 

Transmembrane domain: 
Amino acids 41-59 

N-myristoylation site: 
Amino acids 133-139 
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FIGURE 40 

></usr/seqdb2/s st/DNA/Dnasegs. min/ss. DNA94713 
><subunit 1 of 1, 547 aa, l stop 
> <MW: 61005, pI: 6. 34, NX (S/T) : 2 
MPSEVARGKRAALFFAAVAIVLGLPLWWKTTETYRASLPYSQISGLNALQLRLMVPVTVV 
FTRESVPLDDQEKLPFTVWHEREIPLKYKMKIKCRFQKAYRRALDHEEEALSSGSVQEAE 
AMLDEPOEQAEGSLTVYVISEHSSLLPODMMSYIGPKRTAVVRGIMHREAFNIIGRRIVQ 
VAOAMSLTEDVLAAALADHLPEDKWSAEKRRPLKSSLGYEITFSLLNPDPKSHDVYWDIE 
GAVRRYVOPFLNALGAAGNESVDSOILYYAMLGVNPRFDSASSSYYLDMHSLPHVINPVE 
SRLGSSAASLYPVLNFLLYVPELAHSPLYIQDKDGAPVATNAFHSPRWGGIMVYNVDSKT 
YNASVI, PWRVEVDMVRVMEVFLAOLRLLFGIAQPOL PPKCLLSGPTSEGLMTWELDRLLW 
ARSVENLATATTTLTSLAOLLGKISNIVIKDDVASEVYKAVAAVQKSAEELASGHLASAF 
VASOEAVTSSELAFFDPSLL HLLY FPDDOKEAIYIPLFLPMAVPILLSLVKIFLETRKSW 
RKPEKTD 

Important features of the protein: 
Signal peptide : 
AIllino acids 1-23 

Transmembrane domain : - 

AIllino acids 511-5.30 

N-glycosylation sites: 
Anino acids 259-263; 362-366 

N-myristoylation sites: 
AIllino acids 255-261; 304-310; 335-341 

Amidation sites: 
Amino acids 7-11; 17 4-178 
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FIGURE 43 
GGGCCTGGCGATCCGGATCCCGCAGGCGCGCTGGCTGCGCTGCCCGGCTGTCTGTCGTCATG 
GTGGGGCCCTGGGTGTATCTGGTGGCGGCAGTTTTGCTCATCGGCCTGATCCTCTTCCTGAC 
TCGCAGCCGGGGTCGGGCGGCAGCAGCTGACGGAGAACCACTGCACAATGAGGAAGAGAGGG 
CAGGAGCAGGCCAGGTAGGCCGCTCTTTGCCCCAGGAGTCTGAAGAACAGAGAACTGGAAGC 
AGACCCCGGCGTCGGAGGGACTTGGGCAGCCGTCTACAGGCCCAGCGTCGAGCCCAGCGAGT 
GGCCTGGGAAGACGGGGATGAGAATGTGGGT CAAACTGTTATTCCAGCCCAGGAGGAAGAAG 
GCATTGAGAAGCCAGCAGAAGTTCACCCAACAGGGAAAATTGGAGCCAAGAAACTACGGAAG 
CTAGAGGAAAAACAGGCTCGAAAGGCTCAGCGAGAGGCAGAGGAGGCTGAACGTGAAGAACG 
GAAACGCCTAGAGTCCCAACGTGAGGCCGAATGGAAGAAGGAAGAGGAACGGCTTCGCCTGA 
AGGAAGAACAGAAGGAGGAGGAAGAGAGGAAGGCTCAGGAGGAGCAGGCCCGGCGGGATCAC 
GAGGAGTACCTGAAACTGAAGGAGGCCTTCGTGGTAGAAGAAGAAGGTGTTAGCGAAACCAT 
GACTGAGGAGCAGTCTCACAGCTTCCTGACAGAATTCATCAATTACATCAAGAAGTCCAAGG 
TTGTGCTTTTGGAAGATCTGGCTTTCCAGATGGGCCTAAGGACT CAGGACGCCATAAACCGC 
ATCCAGGACCTGCTGACGGAGGGGACTCTAACAGGTGTGATTGACGACCGGGGCAAGTTTAT 
CTACATAACCCCAGAGGAACTGGCTGCCGTGGCCAATTTCATCCGACAGCGGGGCCGGGTGT 
CCATCACAGAGCTTGCCCAGGCCAGCAACTCCCTCATCTCCTGGGGCCAGGACCTCCCTGCC 
CAGGCTTCAGCCTGACTCCAGTCCTTCCTTGAGTGTATCCTGTGGCCTACATGTGTCTTCAT 
CCTTCCCTAATGCCGT CTTGGGGCAGGGATGGAATATGACCAGAAAGTTGTGGATTAAAGGC 
CTGTGAATACTGAA 
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FIGURE 44 

></usr/seddb2/s st/ DNA/Dnased S. min / ss. DNA96881 
><subunit 1 of 1, 315 aa, 1 stop 
><MW: 35963, pI: 5.38, NX (S/T) : 0 
MVGPWVYLVAAVLLIGLILFLTRSRGRAAAADGEPLHNEEERAGAGQVGRSLPQESEEOR 
TGSRPRRRRDLGSRLQAQRRAORVAWEDGDENVGQTVIPAQEEEGIEKPAEWHPTGKIGA 
KKLRKLEEKQARKAOREAEEAEREERKRLESQREAEWKKEEERLRLKEEOKEEEERKAOE 
EQARRDHEEYLKLKEAFVVEEEGVSETMTEEQSHSFLTEFINYIKKSKVWLLEDLAFOMG 
LRTQDAINRIQDLLTEGTLTGVIDDRGKFIYITPEELAAVANFIRQRGRVSITELAOASN 
SLISWGODLPAOASA 

Important features of the protein: 
Signal peptide: 
Amino acids -26 

N-myristoylation sites: 
Amino acids 2O3-209; 257-263 
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ACGGGCCGCAGCGGCAGTGACGTAGGGTTGGCGCACGGATCCGTTGCGGCTGCAGCTCTGCA 
GTCGGGCCGTTCCTTCGCCGCCGCCAGGGGTAGCGGTGTAGCTGCGCAGCGTCGCGCGCGCT 
ACCGCACCCAGGTTCGGCCCGTAGGCGTCTGGCAGCCCGGCGCCATCTTCATCGAGCGCCAT 
GGCCGCAGCCTGCGGGCCGGGAGCGGCCGGGTACTGCTTGCTCCTCGGCTTGCATTTGTTTC 
TGCTGACCGCGGGCCCTGCCCTGGGCTGGAACGACCCTGACAGAATGTTGCTGCGGGATGTA 
AAAGCTCTTACCCTCCACTATGACCGCTATACCACCTCCCGCAGGCTGGATCCCATCCCACA 
GTTGAAATGTGTTGGAGGCACAGCTGGTTGTGATTCTTATACCCCAAAAGTCATACAGTGTC 
AGAACAAAGGCTGGGATGGGTATGATGTACAGTGGGAATGTAAGACGGACTTAGATATTGCA 
TACAAATTTGGAAAAACTGTGGTGAGCTGTGAAGGCTATGAGTCCTCTGAAGACCAGTATGT 
ACTAAGAGGTTCTTGTGGCTTGGAGTATAATTTAGATTATACAGAACTTGGCCTGCAGAAAC 
TGAAGGAGTCTGGAAAGCAGCACGGCTTTGCCTCTTTCTCTGATTATTATTATAAGTGGTCC 
TCGGCGGATTCCTGTAACATGAGTGGATTGATTACCATCGTGGTACTCCTTGGGATCGCCTT 
TGTAGTCTATAAGCTGTTCCTGAGTGACGGGCAGTATTCTCCTCCACCGTACTCTGAGTATC 
CTCCATTTTCCCACCGTTACCAGAGATTCACCAACTCAGCAGGACCTCCTCCCCCAGGCTTT 
AAGTCTGAGTTCACAGGACCACAGAATACTGGCCATGGTGCAACTTCTGGTTTTGGCAGTGC 
TTTTACAGGACAACAAGGATATGAAAATTCAGGACCAGGGTTCTGGACAGGCTTGGGAACTG 
GTGGAATACTAGGATATTTGTTTGGCAGCAATAGAGCGGCAACACCCTTCTCAGACTCGTGG 
TACTACCCGTCCTATCCTCCCTCCTACCCTGGCACGTGGAATAGGGCTTACT CACCCCTTCA 
TGGAGGCTCGGGCAGCTATTCGGTATGTTCAAACT CAGACACGAAAACCAGAACTGCATCAG 
GATATGGTGGTACCAGGAGACGATAAAGTAGAAAGTTGGAGTCAAACACTGGATGCAGAAAT 
TTTGGATTTTTCATCACTTTCTCTTTAGAAAAAAAGTACTACCTGTTAACAATTGGGAAAAG 
GGGATATTCAAAAGTTCTGTGGTGTTATGTCCAGTGTAGCTTTTTGTATTCTATTATTTGAG 
GCTAAAAGTTGATGTGTGACAAAATACTTATGTGTTGTATGTCAGTGTAACATGCAGATGTA 
TATTGCAGTTTTTGAAAGTGATCATTACTGTGGAATGCTAAAAATACATTAATTTCTAAAAC 
CTGTGATGCCCTAAGAAGCATTAAGAATGAAGGTGTTGTACTAATAGAAACTAAGTACAGAA 
AATTTCAGTTTTAGGTGGTTGTAGCTGATGAGTTATTACCTCATAGAGACTATAATATTCTA 
TTTGGTATTATATTATTTGATGTTTGCTGTTCTTCAAACATTTAAATCAAGCTTTGGACTAA 
TTATGCTAATTTGTGAGTTCTGATCACTTTTGAGCTCTGAAGCTTTGAATCATTCAGTGGTG 
GAGATGGCCTTCTGGTAACTGAATATTACCTTCTGTAGGAAAAGGTGGAAAATAAGCATCTA 
GAAGGTTGTTGTGAATGACTCTGTGCTGGCAAAAATGCTTGAAACCTCTATATTTCTTTCGT 
TCATAAGAGGTAAAGGTCAAATTTTTCAACAAAAGTCTTTTAATAACAAAAGCATGCAGTTCTC 
TGTGAAATCT CAAATATTGTTGTAATAGTCTGTTTCAATCTTAAAAAGAATCA 
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FIGURE 46 

></usr/seddb2/s st/DNA/Dnaseos. min/ss. DNA96889 
><subunit 1 of 1, 339 aa, 1 stop 
><MW: 36975, pI: 7. 85, NX (S/T): 1 
MAAACGPGAAGYCLILGLHELLTAGPALGWNDPDRMTRDWKALTHYDRYTTSRRLDP 
IPOLKCVGGTAGCDSYTPKVIOCQNKGWDGYDVQWECKTDLDIAYKFGKTVVSCEGYESS 
EDOYVLRGSCGLEYNLDYTELGLOKLKESGKOHGFASFSDYYYKWSSADSCNMSGLITIV 
WLLGIAFVVYKLFTSDGOYSPPPYSEYPPFSHRYORFTNSAGPPPPGFKSEFTGPONTGH 
GATSGFGSAFTGOOGYENSGPGFWTGLGTGGILGYLFGSNRAATPFSDSWYYPSYPPSYP 
GTWNRAYSPHGGSGSYSWCSNSDTKTRTASGYGGTRRR 

Important features of the protein : 
Signal peptide: 
Amino acids 1-3 O 

Transmembrane domain : 
AEIllino acids 171-190 

N-glycosylation site: 
Amino acids 172-76 

Glycosaminoglycan attachment sites: 
Amino acids 244-248; 259-2 63; 331-335 

Tyrosine kinase phosphorylation site: 
Amino acids 98-1O 6 

N-myristoylation sites: 
AIllino acids 68-74; 69-75; 131-137; 241-247; 

247-253; 266-272; 27 O-276; 278-284; 
32-38 
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FIGURE 47 
CCCGGAGCCGGGGAGGGAGGGAGCGAGGTTCGGACACCGGCGGCGGCTGCCTGGCCTTTCCA 
TGAGCCCGCGGCGGACCCTCCCGCGCCCCCTCTCGCTCTGCCTCTCCCTCTGCCTCTGCCTC 
TGCCTGGCCGCGGCTCTGGGAAGTGCGCAGTCCGGGTCGTGTAGGGATAAAAAGAACTGTAA 
GGTGGTCTTTTCCCAGCAGGAACTGAGGAAGCGGCTAACACCCCTGCAGTACCATGTCACTC 
AGGAGAAAGGGACCGAAAGTGCCTTTGAAGGAGAATACACACAT CACAAAGATCCTGGAATA 
TATAAATGTGTTGTTTGTGGAACTCCATTGTTTAAGTCAGAAACCAAATTTGACTCCGGTTC 
AGGTTGGCCTTCATTCCACGATGTGATCAATTCTGAGGCAATCACATTCACAGATGACTTTT 
CCTATGGGATGCACAGGGTGGAAACAAGCTGCTCTCAGTGTGGTGCT CACCTTGGGCACATT 
TTTGATGATGGGCCTCGTCCAACTGGGAAAAGATACTGCATAAATTCGGCTGCCTTGTCTTT 
TACACCTGCGGATAGCAGTGGCACCGCCGAGGGAGGCAGTGGGGTCGCCAGCCCGGCCCAGG 
CAGACAAAGCGGAGCTCTAGAGTAATGGAGAGTGATGGAAACAAAGTGTACTTAATGCACAG 
CTTATTAAAAAAATCAAAATTGTTATCTTAATAGATATATTTTTTCAAAAACTATAAGGGCA 
GTTTTGTGCTATTGATATTTTTTCTTCTTTTCCTTAAACAGAAGCCCTGGCCATCCATGTAT 
TTTGCAATTGACTAGATCAAGAACTGTTTATAGCTTTAGCAAATGGAGACAGCTTTGTGAAA 
CTTCTTCACAAGCCACTTATACCCTTTGGCATTCTTTTCTTTGAGCACATGGCTTCTTTTGC 
AGTTTTTCCCCCTTTGATTCAGAAGCAGAGGGTTCATGGTCTTCAAACATGAAAATAGAGAT 
CTCCTCTGCAGTGTAGAGACCAGAGCTGGGCAGTGCAGGGCATGGAGACCTGCAAGACACAT 
GGCCTTGAGGCCTTTGCACAGACCCACCTAAGATAAGGTTGGAGTGATGTTTTAATGAGACT 
GTTCAGCTTTGTGGAAAGTTTGAGCTAAGGTCATTTTTTTTTTTCTCACTGAAAGGGTGTGA 
AGGTCTAAAGTCTTTCCTTATGTTAAATTGTTGCCAGATCCAAAGGGGCATACTGAGTGTTG 
TGGCAGAGAAGTAAACATTACCACACTGTTAGGCCTTTATTTTATTTTATTTTCCATCGAAA 
GCATTGGAGGCCCAGTGCAATGGCTCACGCCTGTGATCCCAGCACTTTGGGAGGCCAAGGCG 
GGTGGATCACGAGGTCAGGAGATGGAGACCATCCTGGCTAACATGGTGAAACCCCGT CTCTA 
CTAAAAATACGAAAAATTAGCCAGGCGTGGTGGTGGGCACCTGTAGTCCCAGCTACT CAGGAGG 
CTGAGGCAGGAGAATGGCGTGAACCCGGAAGGCGGAGCTTGCAGTTAGCCGAGATCATGCCA 
CTGCACTCCAGCCTACATGACAATGTGACACTCCATCTCAAAAAATAATAATAATAACAATA 
TAAGAACTAGCTGGGCATGGTGGCGCATGCATGTAGTCCCAGCTACTCCTGAGGCTCAGTCA 
GGAGAATCGCTTGAACTTGGGAGGCGGAGGTTGCAGTGAGCTGAGCTCATACCACTGCACTC 
CAGCCTGAACAGAGTGAGATCCTGTCAA 
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FIGURE 48 

></usr/seqdb2/s st/DNA/Dnasegs. min / ss. DNA96898 
><subunit 1 of 1, 192 aa, 1 stop 
><MW: 20702, pI: 7.50, NX (S/T) : 0 
MSPRRTLPRPLSLCLSLCLCLCLAAALGSAQSGSCRDKKNCKVVFSQQELRKRLTPLOYH 
VTOEKGTESAFEGEYTHHKDPGIYKCVVCGTPLEKSETKFDSGSGWPSFHDVINSEAITE 
TDDFSYGMHRVETSCSQCGAHLGHIFDDGPRPTGKRYCINSAALSFTPADSSGTAEGGSG 
VASPAQADKAEL 

Important features of the protein: 
Signal peptide : 
Amino acids 1-24 

Glycosaminoglycan attachment site: 
Amino acids O2-O 6 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Anino acids 52-56 

N-myristoylation sites: 
Amino acids 28-34; 66-72; 82-88; 139-14.5; 

173-179; 178-184 

Amidation site: 
Amino acids 153-157 
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FIGURE 50 

></usr/sec.cb2/s st/DNA/Dnasegs. min / ss. DNA97 003 
><subunit 1 of 1, 538 aa, 1 stop 
><MW: 59268, pI: 8.94, NX (S/T): 1 
MTRECPSPAPGPGAPLSGSVLAEAAVVFAVVLSIHATWWDRYSWCAVALAVOAFYVOYKW 
DRLLOOGSAVFOFRMSANSGLLPASMVMPLLGLVMKERCOTAGNPFFERFGIV VAATGMA 
VALFSSVLALGITRPVPTNTCWILGLAGGVIIYMKHSLSVGEVIEWLEVILLIFVYLNMI 
LLYLLPRCFTPGEALLVLGGISFVLNOLIKRSLTLVESQGDPVDFFLI,VVVVGMVLMGIF 
FSTLFVEMDSGTWASSIFFHLMTCVLSLGVVLPWLHRLIRRNPLLWLLQFL, FOTDTRIYL 
LAYWSLIATLACLVVLYQNAKRSSSESKKHQAPTIARKYFHLIVVATYIPGIIFDRPLLY 
WAATWCLAVFIFLEYVRY FRIKPLGHTLRS FLSL FLDERDSGPLILTHIYLLLGMSLPW 
LIPRPCTQKGSLGGARALVPYAGVLAVGVGDTVASIFGSTMGETRWPGTKKTFEGTMTSI 
FAQIISVALILIFDSGVDLNYSYAWILGSISTVSLLEAYTTQIDNLLI, PLYLLILLMA 

Important features of the protein: 
Signal peptide : 
Amino acids 1-36 

Transmembrane domains : 
Amino acids 77-95; 111-133; 161-184; 225-248; 

255-273; 299-314; 348-373; 4 O6-421; 
435 - 456; 480 - 497 

N-glycosylation sites: 
Amino acids 5 OO-504 

cAMP- and comP-dependent protein kinase phosphorylation site: 
Amino acids 321 - 325 

N-myristoylation sites : 
Amino acids 13-19; 18-24; 80-86; 111-117; 

118-124; 145-151; 238-244; 251-257; 
430-436; 433-439; 4 48-454; 458-464; 
A 68 - 474; 475-481; 496-502; 508-514 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 302-313 
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FIGURE 52 
></usr/seqdb2/s st/DNA/Dnas eqs. Imin / ss. DNA98565 
><subunit 1 of 1, 911 aa, 1 stop 
><MW: 99.117, pI: 4.62, NX (S/T) : 2 
MAQLFLPLLAALVLAQAPAALADVLEGDSSEDRAFRVRIAGDAPLQGWLGGALTIPCHVH 
YLRPPPSRRAVLGSPRWKWTFTSRGREAEWLVARGVRVKVNEAYRFRVALPAYPASLTDV 
SLALSELRPNDSGIYRCEVOHGIDDSSDAVEVKVKGVVFLYREGSARYAFSFSGAQEACA 
RIGAHIATPEQLYAAYLGGYEQCDAG WLSDQTVRYPIOTPREACYGDMDGFPGWRNYGVV 
DPDDLYDVYCYAEDLNGEL FLGDPPEKLTLEEARAYCOERGAEIATTGOLYAAWDGGLDH 
CSPGWLADGSVRYPIVTPSQRCGGGLPGVKTLFLFPNQTGFPNKHSRFNVYCFRDSAQPS 
AIPEASNPASNPASDGLEAIVTVTETLEELOLPOEATESESRGAIYSIPIMEDGGGGSST 
PEDPAEAPRTLLEFETQSMVPPTGFSEEEGKALEEEEKYEDEEEKEEEEEEEEVEDEALW 
AWPSELSSPGPEASLPTEPAAOEKSLSOAPARAVLOPGASPL PDGESEASRPPRVHGPPT 
ETLPTPRERNLASPSPSTLVEAREVGEATGGPEISGWPRGESEETGSSEGAPSLLPATRA 
PEGTRELEAPSEDNSGRTAPAGTSVOAQPVLPTDSASRGGVAVWPASGDCVPSPCHNGGT 
CLEEEEGVRCLCLPGYGGDLCDVGLRFCNPGWDAFQGACYKHFSTRRSWEEAETOCRMYG 
AHLASISTPEEQDFINNRYREYQWIGLNDRTIEGDFLWSDGVPLLYENWNPGOPDSYFLS 
GENCVVMVWHDQGOWSDVPCNYHLSYTCKMGLVSCGPPPELPLAOVFGRPRLRYEVDTVL 
RYRCREGLAQRNLPLIRCOENGRWEAPQISCVPRRPARALHPEED PEGROGRLLGRWKAL 
LIPPSSPMPGP 

Important features of the protein: 

Signal peptide: 
Amino acids 1-15 
N-glycosylation sites : 
Amino acids 130-134; 337-341 
Tyrosine kinase phosphorylation sites: 
Amino acids 128-136; 451 - 460 
N-myristoylation sites: 
Amino acids 47-53; 50-56; 133-139; 142-148; 

174-180; 183-189; 281-287; 288-294; 
297-303; 324-330; 403-409; 414 - 420; 
415 - 421; 576-582; 586-592; 677-683; 
684 - 690; 720-726; 772-778; 811-817 

EGF-like domain cysteine pattern signature : 
AIllino acids 670 - 682 
C-type lectin domain signature : 
Amino acids 784-809 
Immunoglobulins and major histocompatibility complex proteins 
signature: 
Amino acids 135-42 
Link domain proteins: 
Amino acids 166-216, 264-314 
Calcium-binding EGF-like domain proteins pattern proteins. 
Amino acids 655-676 
C-type lectin domain proteins: 
Amino acids 791 – 8 OO 
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FIGURE S4 
></usr/secclb2/s st/DNA/Dnased s. min / ss. DNA102846 
><subunit 1 of 1, 839 aa, 1 stop 
><MW: 87546, pI: 4.84, NX (S/T) : 8 
MGSWALLWPPLLFTGLLVRPPGTMAQAQYCSVNKDIFEVEENTNVTEPLVDIHVPEGQEV 
TLGALSTPFAFRIQGNOLFLNWTPDYEEKSLLEAOLLCQSGGTLVTQIRVFWSVLDVNDN 
APEFPFKTKEIRVEEDTKVNSTVIPETOLQAEDRDKDDILFYTLQEMTAGASDYFSLVSV 
NRPALRLDRPLDFYERPNMTFWLLVRDTPGENVEPSHTATATLVI, NVVPADLRPPWFLPC 
TFSDGYVCIOAOYHGAVPTGHILPSPLVLRPGPIYAEDGDRGINQPIIYSIFRGNVNGTF 
IIHPDSGNLTVARSVPSPMTFLLLVKGQQADLARYSVTQVTVEAVAAAGSPPRFPOSLYR 
GTVARGAGAGVVVKDAAAPSQPLRIQAQDPEFSDLNSAITYRITNHSHFRMEGEWVLTTT 
TLAOAGAFYAEVEAHNTVTSGTATTVIEIQVSEQEPPSTEAGGTTGPWTSTTSEVPRPPE 
PSQGPSTTSSGGGTGPHPPSGTTLRPPTSSTPGGPPGAENSTS HQPATPGGDTAOTPKPG 
TSQPMPPGVGTSTSHOPATPSGGTAOTPEPGTSQPMPPSMGTSTSHOPATPGGGTAOTPE 
AGTSQPMPPGMGTSTSHOPTTPGGGTAQTPEPGTSQPMPLSKSTPSSGGGPSEDKRFSVV 
DMAALGGVLGALLLLALLGLAVLVHKHYGPRLKCCSGKAPEPQPQGFDNQAFL PDHKANW 
APWPSPTHDPKPAEAPMPAE PAPPGPASPGGAPEPPAAARAGGSPTAVRSILTKERRPEG 
GYKAVWEGEDIGTEADVVVLNAPTLDVDGASDSGSGDEGEGAGRGGGPYDAPGGDDSYI 

Important features of the protein: 
Signal peptide : 
Amino acids 1-25 

Transmembrane domain : 
Amino acids 662-684 

N-glycosylation sites: 
AIIllino acids 44-48; 140-144, 198-202; 297-301; 

308-312; 405-409; 520-524 

Glycosaminoglycan attachment sites: 
Amino acids 490-494; 64.7-651; 813-817 

cAMP- and ccMP-dependent protein kinase phosphorylation site: 
Amino acids 655-659 

Tyrosine kinase phosphorylation sites: 
Anino acids 154–163; 776-783 

N-myristoylation sites: 
Amino acids 57-63; 102-108; 255-261; 294-300; 

366-372; 426-432; 4 41-447; 513-519; 
517-523; 530-536; 548-554; 550-556; 
581-587; 592-598; 610-616; 612-618; 
623-629; 648-654; 666-672; 667-673; 
762-768; 7 63-769; 780-786;809-815; 
821-827; 833-839 

Cadherins extracellular repeated domain signature: 
Amino acids 112-123 
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FIGURESS 
GCAGCTGGGTTCTCCCGGTTCCCTTGGGCAGGTGCAGGGTCGGGTTCAAAGCCTCCGGAACGCGTTTTGGCCTG 
ATTTGAGGAGGGGGGCGGGGAGGGACCTGCGGCTTGCGGCCCCGCCCCCTTCTCCGGCTCGCAGCCGACCGGTA 
AGCCCGCCTCCTCCCTCGGCCGGCCCTGGGGCCGTGTCCGCCGGGCAACTCCAGCCGAGGCCTGGGCTTCTGCC 
TGCAGGTGTCTGCGGCGAGGCCCCTAGGGTACAGCCCGATTTGGCCCCATGGTGGGTTTCGGGGCCAACCGGCG 
GGCTGGCCGCCTGCCCTCTCTCGTGCTGGTGGTGCTGCTGGTGGTGATCGTCGTCCTCGCCTTCAACTACTGGA 
GCATCTCCTCCCGCCACGTCCTGCTTCAGGAGGAGGTGGCCGAGCTGCAGGGCCAGGTCCAGCGCACCGAAGTG 
GCCCGCGGGCGGCTGGAAAAGCGCAATTCGGACCTCTTGCTGTTGGTGGACACGCACAAGAAACAGATCGACCA 
GAAGGAGGCCGACTACGGCCGCCTCAGCAGCCGGCTGCAGGCCAGAGAGGGCCTCGGGAAGAGATGCGAGGATG 
ACAAGGTTAAACTACAGAACAACATATCGTATCAGATGGCAGACATACATCATTTAAAGGAGCAACTTGCTGAG 
CTTCGTCAGGAATTTCTTCGACAAGAAGACCAGCTTCAGGACTATAGGAAGAACAATACTTACC"TGTGAAGAG 
GTTAGAATATGAAAGTTTTCAGTGTGGACAGCAGATGAAGGAATTGAGAGCACAGCATGAAGAAAATATTAAAA 
AGTTAGCAGACCAGTTTTTAGAGGAACAAAAGCAAGAGACCCAAAAGATTCAATCAAATGATGGAAAGGAATTG 
GATATAAACAATCAAGTAGTACCTAAAAATATTCCAAAAGTAGCTGAGAATGTTGCAGATAAGAATGAAGAACC 
CTCAAGCAATCATATTCCACATGGGAAAGAACAAATCAAAAGAGGTGGTGATGCAGGGATGCCTGGAATAGAAG 
AGAATGACCTAGCAAAAGTTGATGATCTTCCCCCTGCTTTAAGGAAGCCTCCTATTTCAGTTTCTCAACATGAA 
AGTCATCAAGCAATCTCCCATCTCCAACTGGACAACCTCTCTCCCCAAATATGCCTCCAGATTCACACATAAA 
CCACAATGGAAACCCCGGTACTTCAAAACAGAATCCTTCCAGTCCTCTTCAGCGTTTAATTCCAGGCT CAAACT 
TGGACAGTGAACCCAGAATCAAACAGATATACTAAAGCAGGCTACCAAGGACAGAGTCAGTGATTTCCATAAA 
TTGAAGCAAAATGATGAAGAACGAGAGCTT CAAATGGATCCTGCAGACTATGGAAAGCAACATTTCAATGATGT 
CCTTTAAGTCCTAAAGGAATGCTTCAGAAAACCTAAAGTGCTGTAAAATGAAATCATTCTACTTTGTCCTTTCT 
GACTTTTGTTGTAAAGACGAATTGTATCAGTTGTAAAGATACATTGAGATAGAATTAAGGAAAAACTTTAATGA 
AGGAATGTACCCATGTACATATGTGAACTTTTTCATATTGTATTATCAAGGTATAGACTTTTTTGGTTATGATA 
CAGTTAAGCCAAAAACAGCTAATCTTTGCATCTAAAGCAAACTAATGTATATTTCACATTTTATTGAGCCGACT 
TATTTCCACAAATAGATAAACAGGACAAAATAGTTGTACAGGTTATATGTGGCATAGCATAACCACAGTAAGAA 
CAGAACAGATATTCAGCAGAAAACTTTTTATACTCTAATTCTTTTTTTTTTTTTTTTGAGACAGAGTTTTAGTC 
TTGTTTCCCAGGCTGGAGTGCAATGGCACAATCTTGGCT CACTGCAACCTCCGCCTCCTGGGTTCAGGCAATTT 
TCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCACCCACCACCATGCCCAGCTAATTTTT GTATTTTTAA 
TAGAGAGCTAATAATTGTATATTAATAAAGACGGGTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGAC 
CTCAGGTGATCCTCCTGCATTGGCCTCCCAAAGTGCTGGAATTCCAGGCATGAGCCACTGCGCCCAGTCTACAC 
ACTAATTCTTGTTAGCCCAACAGCTGTTCTGTTCTATCTACCCCT CATTTCACGCTCAAGGAGTCATACCTAGA 
ATAGTTACACACAAGAGGGAAACTGGAAGCCAAACACTGTACAGTATTGTGTAGAAAGTCACCTCCCTACTCCT 
TTTATTTTACATGAGTGCTGATGTGTTTTGGCAGATGAGCTTTCAGCTGAGGCCTGATGGAAATTGAGATAACCTG 
CAAAGACATAACAGTATTTATGAGTTATATCTTAGTTCTTGAAATTGTGGAATGCATGATTGACAATATATTTT 
TAATTTTTATTTTTTCAAGAATACCAGTACTGTTTAACTATAGCCAGAACTGGCTAAAATTTTTATATTTTCA 
GAGTTGAAGTTGGTGAAGACATTCATGATTTAAACACCAGATCCTGAAAGGGGTTAAATCTAC"T"'GAAATGAA 
TCTGCAATCAGTATTTCAAAGCTTTTCTGGTAATTTTAGTGATCTTATTTGATTAGACTTTTTCAGAAGTACTA 
AATAAGGAATTTTAACAGGTTTTTATTAATGCACAGATAAATAGAAGTACAGTGAGGTCTATAGCCATTTTATT 
AAAAAGCTTAAAAGTTTGAAAAAAATGAATCTTGTAATTACTTAATAGTAGTTAAGAACCCGTCAAGCT 
TATATTTGCTAGACTTACAAATTATTTTAAATGCATTTATCTTTTTTGACACTATTCAGTGGAATGTGTAAGCT 
AGCTAATTCTTGTTTTCTGATTTAAAGCACTTTTAAATCTTATCCTGCCCCCTAAAAACAAAAGGTTTTGATCA 
CAAGGGGAAATTTAAGATTGTTAACCCTGTTTTTCAGAAGGGCTACTGTTAATTGCACATAAACATGAAATGTG 
"I'T'CCCCTGTGTACTAACACATTCTAGGCAAAATTCAAACTTATAGTGGTAAAGAAACAGGTTGTTCACTTGC 
TGAGGTGCAAAAATTCTTAAGACTTCTGTTTGAAATTGCTCAATGACTAGGAAAAGATGTAGTAGTTTACTAAA 
ATTGTTTTTCTACCATATCAAATTAAACAATTCATGCCTTTATAGGGTCAGGCCTACAATGAATAGGTATGGTG 
GTTTCACAGAATTTTAAAATAGAGTTAAAGGGAAGTGATGTACATTTCGGGGGCATTAGGGTAGGGAGATGAAT 
CAAAAAATACCCCTAGTAATGCTTTATATTTTAATACTGCAAAAGCTTTACAAATGGAAACCATGCAATTACCT 
GCCTTAGTTCTTTTGTCATAAAAACAATCACTTGGTTGGTTGTATTGTAGCTATTACTTATACAGCAACATTTC 
TT CAATTAGCAGTCTAGACATTTTATAAACAGAAATCTTGGACCAATTGATAATATTTCTGACTGTATTAATAT 
TTTAGTGCTATAAAATACTATGTGAATCTCTTAAAAATCTGACATTT"ACAGTCTGTATTAGACATACTGTTTTTA 
TAATGTTTTACTTCTGCCTTAAGATTTAGGTTTTTTAAATGTATTTTTGCCCTGAATTAAGTGTTAATTTGATG 
GAAACTCTGCTTTTAAAATCATCATTTACTGGGTTCTAATAAATTAAAAATTAAACTTGAAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 56 

MVGFGANRRAGRLPSLVLVVLLVVIVVLAFNYWSISSRHVI, LQEEVAELOGOVORTEVAR 
GRLEKRNSDLLLLVDTHKKOIDOKEADYGRLSSRLQAREGLGKRCEDDKWKLONNISYOM 
ADIHHLKEQLAEL ROEFL ROEDQLODYRKNNTYLVKRLEYESFOCGOOMKELRAOHEENI 
KKLADQFLEEOKQETOKIOSNDGKELDINNOVWPKNIPKVAENVADKNEEPSSNHTPHGK 
EQIKRGGDAGMPGIEENDLAKVDDLPPALRKPPISVSQHESHQAISHLPTGOPT, SPNMPP 
DSHINHNGNPGTSKQNPSSPLQRLIPGSNLDSEPRIQTDILKQATKDRVSDFHKLKONDE 
ERELQMDPADYGKQHFNDVL 

Important features of the protein: 
Signal peptide : 
1-29 

Transmembrane domain. 
None 

N-glycosylation site. 
115-119 

' ' 150-154 

cAMP- and ccMP-dependent protein kinase phosphorylation site. 
65-69 

N-myristoylation site. 
24 6-252 
253-259 
3O8-34 

Amidation site. 
101-105 
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FIGURE S7 
GGATGGGCGAGCAGTCTGAATGCCAGAATGGATAACCGTTTTGCTACAGCATTTGTAATTGC 
TTGTGTGCTTAGCCTCATTTCCACCATCTACATGGCAGCCTCCATTGGCACAGACTTCTGGT 
ATGAATATCGAAGTCCAGTTCAAGAAAATTCCAGTGATTTGAATAAAAGCATCTGGGATGAA 
TTCATTAGTGATGAGGCAGATGAAAAGACTTATAATGATGCACTTTTTCGATACAATGGCAC 
AGTGGGATTGTGGAGACGGTGTATCACCATACCCAAAAACATGCATTGGTATAGCCCACCAG 
AAAGGACAGAGTCATTTGATGTGGTCACAAAATGTGTGAGTTTCACACTAACTGAGCAGTTC 
ATGGAGAAATTTGTTGATCCCGGAAACCACAATAGCGGGATTGATCTCCTTAGGACCTATCT 
TTGGCGTTGCCAGTTCCTTTTACCTTTTGTGAGTTTAGGTTTGATGTGCTTTGGGGCTTTGA 
TCGGACTTTGTGCTTGCATTT GCCGAAGCTTATATCCCACCATTGCCACGGGCATTCTCCAT 
CTCCTTGCAGATACCATGCTGTGAAGTCCAGGCCACATGGAGGTGTCCTGTGTAGATGCTCC 
AGCTGAAATCCCAAGCTAAGCTCCCAACTGACAGCCAACATCATTTCCAGCCATGTGTGGGA 
GCCATCCTGGATGTCCAGCCTTAACAAGCCTTCAGAGGACTTCAGCCACAGCTATTATCTTA 
CTACATCCTTGTGAGACTCTAATAAAGAACCAACTAGCTGAGCCCAATCAACCTATGGAACTG 
ATAGAAATAAAATGAATTGTTGTTTTGTGCCGTT 
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FIGURE 58 

></usr/seqdb2/s st/DNA/Dna seqs. Imin / ss. DNA102880 
><subunit 1 of 1, 184 aa, 1 Stop 
><MW: 21052, pI: 5. 01, NX (S/T) : 3 
MDNRFATAFVIACVLSLISTIYMAASIGTDFWYEYRSPVOENSSDLNKSIWDEFIS DEAD 
EKTYNDALFRYNGTVGLWRRCITIPKNMHWYSPPERTES FDVVTKCVSFTLTEQEMEKFV 
DPGNHNSGIDLLRTYLWRCOFLLPFWSLGLMCFGALIGLCACICRSLYPTIATGILHLLA 
DTM 

Important features of the protein: 
Signal peptide : 
Amino acids 1-20 

Transmembrane domain : 
Amino acids 142-163 

N-glycosylation sites: 
Anino acids 42-46; 47-51; 72-76; 

N-myristoylation sites: 
Anino acids 123-129; 154-160; 158-164 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 152-163 
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FIGURE 59 
GCGTGGACACCACCTCAGCCCACTGAGCAGGAGT CACAGCACGAAGACCAAGCGCAAAGCGA 
CCCCTGCCCTCCATCCTGACTGCTCCTCCTAAGAGAGATGGCACCGGCCAGAGCAGGATTCT 
GCCCCC"I"TCTGCTGCTTCTGCTGCTGGGGCTGTGGGTGGCAGAGATCCCAGTCAGTGCCAAG 
CCCAAGGGCATGACCTCATCACAGTGGTTTAAAATTCAGCACATGCAGCCCAGCCCT CAAGC 
ATGCAACT CAGCCATGAAAAACATTAACAAGCACACAAAACGGTG CAAAGACCTCAACACCT 
TCCTGCACGAGCCTTTCTCCAGTGTGGCCGCCACCTGCCAGACCCCCAAAATAGCCTGCAAG 
AATGGCGATAAAAACTGCCACCAGAGCCACGGGCCCGTGTCCCTGACCATGTGTAAGCTCAC 
CTCAGGGAAGTATCCGAACTGCAGGTACAAAGAGAAGCGACAGAACAAGTCTTACGTAGTGG 
CCTGTAAGCCTCCCCAGAAAAAGGACTCTCAGCAATTCCACCTGGTTCCTGTACACTTGGAC 
AGAGTCCTTTAGGTTTCCAGACTGGCTTGCTCTTTGGCTGACCTTCAATTCCCTCTCCAGGA 
CTCCGCACCACTCCCCTACACCCAGAGCATTCTCTTCCCCTCATCTCTTGGGGCTGTTCCTG 
GTTCAGCCTCTGCTGGGAGGCTGAAGCTGACACTCTGGTGAGCTGAGCTCTAGAGGGATGGC 
TTTTCATCTTTTTGTTGCTGTTTTCCCAGATGCTTATCCCCAAGAAACAGCAAGCTCAGGTC 
TGTGGGTTCCCTGGTCTATGCCATTGCACATGTCTCCCCTGCCCCCTGGCATTAGGGCAGCA 
TGACAAGGAGAGGAAATAAATGGAAAGGGGGCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
AAAAA 



Patent Application Publication Jul. 24, 2003 Sheet 60 of 115 US 2003/0138.898A1 

FIGURE 60 

></usr/seqdb2/s st/DNA/Dnasegs. min/ss. DNA105782 
><subunit 1 of l, lS6 aa, 1 stop 
><MW: 17472, pI : 10. 01, NX (S/T) : 1 
MAPARAGFCPLLLLLLLGLWVAEIPVSAKPKGMTSSQWEKIQHMQPSPQACNSAMKNINK 
HTKRCKDLNTFLHEPFSSWAATCOTPKIACKNGDKNCHQSHGPWSLTMCKLTSGKY PNCR 
YKEKRQNKSYVVACKPPQKKDSQQFHLVPVHLDRVL 

Important features of the protein: 
Signal peptide : 
Amino acids 1-22 

N-glycosylation site: 
Amino acids 127-1.31 

cAMP- and ceMP-dependent protein kinase phosphorylation site: 
Amino acids 139-143 

N-myristoylation sites: 
AItnino acids 18-24; 32-38 

Pancreatic ribonuclease family signature: 
Amino acids 65-72 

Pancreatic ribonuclease family proteins : 
Amino acids 49-93 





Patent Application Publication Jul. 24, 2003 Sheet 62 of 115 US 2003/0138898A1 

FIGURE 62 

></usr/seqdb2/sst/DNA/Dnased s. min/ss. DNA108912 
><subunit 1 of 1, 170 aa 1 stop 
><MW: 19663, pI: 11.81, NX (S/T) : 0 
MRRRLWLGLAWLLLARAPDAAGTPSASRGPRSYPHLEGDVRWRRLFSSTHFFLRVDPGGR 
VQGTRWRHGQDSILEIRSVHVGVVVIKAVSSGFYVAMNRRGRLYGSRLYTV DCRFRERIE 
ENGHNTYASQRWRRRGOPMFLALDRRGGPRPGGRTRRYHLSAHFLPVLVS 

Important features of the protein: 
Signal peptide : 
Amino acids 1-17 

N-myristoylation site: 
Amino acids 22-28 

HBGF/FGF family proteins: 
Amino acids 74-125; 139-166 
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FIGURE 64 

</usr/seqdb2/s st/DNA/Dnasegs. Imin / ss. DNA115253 
<subunit 1 of 1, 213 aa, 1 stop 
<MW: 24031, pI: 9.59, NX (S/T) : 2 
MQLPLALCLVCLLVHTAFRVVEGQGWQAFKNDATEII PEIGEY PEPPPELENNKTMNRAE 
NGGRPPHHPFETKDVSEYSCRELHFTRYVTDGPCRSAKPVTELVCSGQCGPARLLPNAIG 
RGKWWRPSGPDFRCIPDRYRAORVOLLCPGGEAPRARKVRLVASCKCKRLTRFHNOSELK 
DFGTEAARPOKGRKPRPRARSAKANQAELENAY 

Important features of the protein: 
Signal peptide: 
Amino acids 1-16 

N-glycosylation sites: 
Amino acids 53-57; 175-179 

cAMP- and comP-dependent protein kinase phosphorylation site: 
AIIllino acids 168-172 

N-myristoylation site: 
Amino acids 183-189 

Amidation site : 
Amino acids 191-195 
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FIGURE 66 
></usr/seqdb2/s st/DNA/DnaseqS. min/ss. DNA119302 
><subunit 1 of 1, 755 aa, 1 stop 
><MW: 82785, pI: 8.71, NX (S/T) : 2 
MRPAPIALWLRLVLALALVRPRAVGWAPVRAPIYVSSWAVQVSQGNREVERLARKEGFVN 
LGPIFSDGOY FHLRHRGVVQQSLTPHWGHRLHLKKNPKVQWFQQQTLQRRVKRSVVVPTD 
PWFSKQWYMNSEAQPDLSILOAWSQGLSGQGIVVSVLDDGIEKDHPDLWANY DPLASYDF 
NDYDPDPQPRYTPSKENRHGTRCAGEVAAMANNGFCGVGVAFNARIGGVRMLDGT IT DVI 
EAQSLSLQPQHIHIYSASWGPEDDGRTVDGPGILTREAFRRGVTKGRGGLGTL FIWASGN 
GGLHYDNCNCDGYTNSIHTLSVGSTTOQGRVPWYSEACASTLTTTYSSGVATDPQIVTTD 
LHHGCTDQHTGTSASAPLAAGMIALALEANPFLTWRDMOHLVVRASKPAHLOAEDWRTNG 
VGRQVSHHYGYGLLDAGLLVDTARTWLPTQPQRKCAVRVOSRPTPILPLIYIRENVSACA 
GLHNSIRSLEHVOAOLTLSYSRRGDLEISLTSPMGTRSTLVAIRPLDVSTEGYNNWWFMS 
THFWDENPQGVWTLGLENKGYY FNTGTLYRYTLLLYGTAEDMTARPTGPQVTSSACVQRD 
TEGLCQACDGPAYILGOLCLAYCPPRFFNHTRLVTAGPGHTAAPALRVCSSCHASCYTCR 
GGSPRDCTSCPPSSTLDQQQGSCMGPTTPDSRPRLRAAACPHHRCPASAMVLSLLAVTLG 
GPVLCGMSMDLPLYAWISRARATPTKPOVWLPAGT 
Important features of the protein: 
Signal peptide : 
Amino acids 1-21 

Transmembrane domain: 
AIllino acids 7O6-730 

N-glycosylation sites: 
Amino acids 475 - 479; 629-633 

Glycosaminoglycan attachment sites: 
Amino acids 148-152; 298-302 

N-myristoylation sites: 
Amino acids 151-157; 200-206; 217-223; 219-225; 

282-288; 288-294; 371-377; 432-438; 
481-487; 515-521; 603-609 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 586-597 

Cell attachment sequence: 
Amino acids 503 - 50 6 

Serine proteases, subtillase family, aspartic acid active site : 
Amino acids 154-166 

Serine proteases, subtillase family, histidine active site: 
Amino acids 199-210 

Serine proteases, subtillase family, serine active site: 
Amino acids 371-382 

Cytochrome c family heme-binding site signature: 
Amino acids 649 - 655 
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FIGURE 67 
ATGAGGAAGCTCCAGGGCAGGATGGTTTACCTGCCTGGACAGCAAGATGATGGCTACACTAG 
CCCCCATTCTCTGGGCGCCTGGATTTGCCCACCAGATCTCCTCACCTCTTGCCCTTCACCTC 
CTGCTGTACCTACAAGGTCTCCCCGATTCTCATCTGCCCATAATCATGGACACAGCCCCAGG 
ATGTGCAGGACTCTCAGGGACCATCTGGAGTTCCAGCTGGAATCTGGGCCTGGTGGAGTGGG 
AGTGGGGCAGGGGCCTGCATTGGGCTGACTTAGAGAGCACAGTTATTCCATCCATATGGAAA 
TAAACATTTTGGATTCCTGATC 
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FIGURE 68 
></usr/seqdb2/s st/DNA/Dnaseqs.min / ss. DNA119536 
><subunit 1 of 1, 88 aa, 1 stop 
><MW: 96.45, pI: 5.45, NX (S/T) : 0 
MMATLAPILWAPGFAHOISSPLALHLLLY LOGLPDSHLPIIMDTAPGCAGLSGTIWSSSW 
NIGIVEWEWGRGLHWADLESTWPSWK 

Signal sequence: 
Amino acids 1-15 

N-myristoylation sites: 
Anino acids 32-38; 50-56; 53-59; 72-78 
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FIGURE 70 

></usr/seqdb2/s st/DNA/Dnased s. min/ss. DNA119542 
><subunit 1 of 1, 197 aa, 1 stop 
><MW: 21992, pI : 12.18, NX (S/T): O 
MGVPLGLGAAWLLAWPGLALPLVAMAAGGRWVROOGPRVRRGISRLWLRVLLRLSPMAFR 
ALQGCGAVGDRGLFALYPKTNKDGFRSRLPVPGPRRRNPRTTQHPLALLARVWVLCKGWN 
WREARASOGEASHLPPWAIHTLASWGLLRGERPTRIPRLLPRSQRQLGPPASRQPLPGTL 
AGRRSRTROSRALPPWR 

Important features of the protein: 
Signal peptide : 
Amino acids 1-21 

N-myristoylation sites : 
Amino acids 2-8; 6-12; 14 6-152; 178-184 

Amidation site: 
Amino acids 18-185 
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FIGURE 71 
GTTTGGGGGTTGTTTGGGATTAGTGAAGCTACTGCCTTTGCCGCCAGCGCAGCCTCAGAGTT 
TGATTATTTGCAATGTCAGGCTTTGAAAACTTAAACACGGATTTCTACCAGACAAGTTACAG 
CATCGATGATCAGTCACAGCAGTCCTATGATTATGGAGGAAGGGAGGACCCTATAGCAAAC 
AGTATGCTGGCTATGACTATTCGCAGCAAGGCAGATTTGTCCCTCCAGACATGATGCAGCCA 
CAACAGCCATACACCGGGCAGATTTACCAGCCAACT CAGGCATATACTCCAGCTTCACCTCA 
GCCTTTCTATGGAAACAACTTTGAGGATGAGCCACCTTTATTAGAAGAGTTAGGTATCAATTTT 
GACCACATCTGGCAAAAAACACTAACAGTATTACATCCGTTAAAAGTAGCAGATGGCAGCAT 
CATGAATGAAACTGATTTGGCAGGTCCAATGGTTTTTTGCCTTGCTTTTGGAGCCACATTGC 
TACTGGCTGGCAAAATCCAGTTTGGCTATGTATACGGGATCAGTGCAATTGGATGTCTAGGA 
ATGTTTTGTTTATTAAACTTAATGAGTATGACAGGTGTTTCATTTGGTTGTGTGGCAAGTGT 
CCTTGGATATTGTCTTCTGCCCATGATCCTACTTTCCAGCTTTGCAGTGATATTTTCTTTGC 
AAGGAATGGTAGGAATCATTCT CACTGCTGGGATTATTGGATGGTGTAGTTTTTCTGCTTCC 
AAAATATTTATTTCTGCATTAGCCATGGAAGGACAGCAACTTTTAGTAGCATATCCTTGCGC 
TTTGTTATATGGAGTCTTTGCCCTGATTTCCGTCTTTTGAAAATTTATCTGGGATGTGGACA 
TCAGTGGGCCAGATGTACAAAAAGGACCTTGAACTCTTAAATTGGACCAGCAAACTGCTGCA 
GCGCAACTCTCATGCAGATTTACATTTGACTGTTGGAGCAATGAAAGTAAACGTGTATCTCT 
TGTTCATTTTTATAGAACTTTTGCATACTATATTGGATTTACCTGCGGTGTGACTAGCTTTA 
AATGTTTGTGTTTATACAGATAAGAAATGCTATTTCTTTCTGGTTCCTGCAGCCATTGAAAA 
ACCTTTTTCCTTGCAAATTATAATGTTTTTGATAGATTTTTATCAACTGTGGGAAACCAAAC 
ACAAAGCTGATAACCTTTCTTAAAAACGACCCAGTCACAGTAAAGAAGACACAAGACGGCCG 
GGCGTGGTAGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACAAG 
GGCAGGAGATCGAGACCATCCTGGTTAACACGGTGAAACCCCGACTCTACTAAAACTACAAA 
AAAAATTAGCTGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACT CAGGAGGCTGAGGCAG 
GAGAAGTGTGAACCCAGGAGGCGGAGCTTGCAGTGAGCCGAGATCACACCACTGCACTCCAT 
CCAGCCTGGGTGACAGGGTGAGACTCTGTCT CAAAAAAAAAAAAAAAAGGAGACACAAGACT 
TACTGCAAAAATATTTTTCCAAGGATTTAGGAAAGAAAAATTGCCTTGTATTCTCAAGTCAG 
GTAACT CAAAGCAAAAAAGTGATCCAAATGTAGAGTATGAGTTT GCACTCCAAAAATTTGAC 
ATTACTGTAAATTATCT CATGGAATTTTTGCTAAAATTCAGAGATACGGGAAGTTCACAATC 
TACCTCATTGTAGACATGAAATGCGAACACTTACTTACATATTAATGTTAACT CAACCTTAG 
GGACCTGGAATGGTTGCATTAATGCTATAATCGTTGGATCGCCACATTTCCCAAAAATAATA 
AAAAAATCACTAACCTTTTTTAAGGAAAATATTTAAAGTTTTACAAAATTCAATATTGCAAT 
TATCAATGTAAAGTACATTTGAATGCTTATTAAAACTTTCCCAATTAATTTT 
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FIGURE 72 

></usr/seqdb2/s st/DNA/Dna seqs. min / ss. DNA143498 
><subunit 1 of 1, 257 aa, 1 stop 
><MW: 27989, pI: 4.16, NX (S/T) : 1 
MSGFENLNTDFYQTSYSIDDQSQQSYDYGGSGGPYSKQYAGYDYSQQGRFVPPDMMQPQQ 
PYTGQIYQPTQAYT PASPQPFYGNNFEDEPPLLEELGINFDHIWOKTLTVLHPLKVADGS 
IMNET DLAGPMVFCLAFGATLLLAGKIQFGYWYGISAIGCLGMFCLLNLMSMTGVSFGCV 
ASVLGYCLLPMILLSSFAVIESLQGMVGIILTAGIIGWCSFSASKIFISALAMEGOOLLV 
AYPCALLYGVFALSVF 

Transmembrane domain: 
Amino acids 129-145; 184-203 

N-glycosylation sites: 
Amino acids 123-127 

N-myristoylation sites: 
Amino acids 32-38; 119-125; 17 4-180; 178-184; 208-214 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 150-161 ; 169-180 
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FIGURE 74 
></usr/seqdb2/s st/DNA/Dnasegs. min / ss. DNA1455.83 
><subunit 1 of 1, 348 aa, l stop 
><MW: 38536, p1: 8. 24, NX (S/T) : 1 
MAGPAIHTAPMI, FLVLLLPOLSLAGALAPGTPARNLPENHIDLPGPALWTPOASHHRRRG 
PGKKEWGPGLPSOAODGAVVTATROASRLPEAEGLL PEOSPAGLIODKDLLIGLALPYPE 
KENRPPGWERTRKRSREHKRRRDRLRLHQGRALVRGPSSLMKKAELSEAOVLDAAMEESS 
TSLAPTMEFLTTFEAAPATEESLILPVTSLRPOOAQPRSDGEVMPTLDMALFDWTDYEDL 
KPDGWPSAKKKEKHRGKLSSDGNETSPAEGEPCDHHQDCLPGTCCDLREHLCTPHNRGLN 
NKCFDDCMCVEGLRCYAKFHRNRRVTRRKGRCVEPETANGDOGSFINV 

Important features of the protein: 
Signal peptide : 
AIIllino acids 1-24 

N-glycosylation site: 
Anino acids 263-267 

cAMP- and ceMP-dependent protein kinase phosphorylation site: 
Amino acids 132-136, 323-327 

N-myristoylation sites: 
Amino acids 77-83; 343-349 

AIllidation site: 
Amino acids 61-65 
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FIGURE 75 
CAGAAGGGCAAAAACATTGACTGCCTCAAGGTCTCAAGCACCAGTCTTCACCGCGGAAAGCA 
TGTTGTGGCTGTTCCAATCGCTCCTGTTTGTCTTCTGCTTTGGCCCAGGGAATGTAGTTTCA 
CAAAGCAGCTTAACCCCATTGATGGTGAACGGGATTCTGGGGGAGTCAGTAACTCTTCCCCT 
GGAGTTTCCTGCAGGAGAGAAGGTCAACTTCATCACTTGGCTTTTCAATGAAACATCTCTTG 
CCTTCATAGTACCCCATGAAACCAAAAGTCCAGAAATCCACGTGACTAATCCGAAACAGGGA 
AAGCGACTGAACTTCACCCAGTCCTACTCCCTGCAACT CAGCAACCTGAAGATGGAAGACAC 
AGGCTCTTACAGAGCCCAGATATCCACAAAGACCTCTGCAAAGCTGTCCAGTTACACTCTGA 
GGATATTAAGACAACTGAGGAACATACAAGTTACCAATCACAGTCAGCTATTTCAGAATATG 
ACCTGTGAGCTCCATCTGACTTGCTCTGTGGAGGATGCAGATGACAATGTCTCATTCAGATG 
GGAGGCCTTGGGAAACACACTTTCAAGTCAGCCAAACCTCACTGTCTCCTGGGACCCCAGGA 
TTTCCAGTGAACAGGACTACACCTGCATAGCAGAGAATGCTGTCAGTAATTTATCCTTCTCT 
GTCTCTGCCCAGAAGCTTTGCGAAGATGTTAAAATTCAATATACAGATACCAAAATGATTCT 
GTTTATGGTTTCTGGGATATGCATAGTCTTCGGTTTCATCATACTGCTGTTACTTGTTTTGA 
GGAAAAGAAGAGATTCCCTATCTTTGTCTACT CAGCGAACACAGGGCCCCGCAGAGTCCGCA 
AGGAACCTAGAGTATGTTTCAGTGTCTCCAACGAACAACACTGTGTATGCTTCAGTCACTCA 
TT CAAACAGGGAAACAGAAATCTGGACACCTAGAGAAAATGATACTATCACAATTTACTCCA 
CAATTAATCATTCCAAAGAGAGTAAACCCACTTTTTCCAGGGCAACTGCCCTTGACAATGTC 
GTGTAAGTTGCTGAAAGGCCTCAGAGGAATTCGGGAATGACACGTCTTCTGATCCCATGAGA 
CAGAACAAAGAACAGGAAGCTTGGTTCCTGTTGTTCCTGGCAACAGAATTTGAATATCTAGG 
ATAGGATGATCACCTCCAGTCCTTCGGACTTAAACCTGCCTACCTGAGTCAAACACCTAAGG 
ATAACATCATTTCCAGCATGTGGTTCAAATAATATTTTCCAATCCACTTCAGGCCAAAACAT 
GCTAAAGATAACACACCAGCACATTGACTCTCTCTTTGATAACTAAGCAAATGGAATTATGG 
TGACAGAGAGTTTATGACCAGAAGACAACCACTTCTCTCCTTTTAGAAAGCAGCAGGAT 
GACTTATTGAGAAATAATGCAGTGTGTTGGTTACATGTGTAGTCTCTGGAGTTGGATGGGCC 
CATCCTGATACAAGTTGAGCATCCCTTGTCTGAAATGCTTGGGATTAGAAATGTTTCAGATT 
TCAATTTTTTTTCAGATTTTGGAATATTTGCATTATATTTAGCGGTTGAGTATCCAAATCCA 
AAAATCCAAAATTCAAAATGCTCCAATAAGCATTTCCCTTGAGTTTCATTGATGTCGATGCA 
GTGCTCAAAATCTCAGATTTTGGAGCAATTTGGATATTGGATTTTTGGATTTGGGATGCTCA 
ACTTGTACAATGTTTATTAGACACATCTCCTGGGACATACTGCCTAACCTTTTGGAGCCTTA 
GTCTCCCAGACTGAAAAAGGAAGAGGATGGTATTACATCAGCTCCATTGTTTGAGCCAAGAA 
TCTAAGTC 
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FIGURE 76 
></usr/seqdb2/s st/DNA/Dnasegs. min/ss. DNA161000 
><subunit 1 of 1, 332 aa, 1 stop 
> KMW: 37345, pI: 6.72, NX (S/T) : 10 
MLWLFOSLLFVFCFGPGNVVSOSSLTPLMVNGILGESVTLPLEFPAGEKVNFTWLFNET 
SLAFIVPHETKSPEIHVTNPKOGKRLNFTOSYSLOLSNLKMEDTGSYRAQISTKTSAKLS 
SYTLRILRQLRNIQVTNHSQLFONMTCELHLTCSVEDADDNVSFRWEALGNTLSSQPNLT 
VSWDPRISSEQDYTCIAENAVSNLSFSVSAOKLCEDVKIOYTDTKMILFMVSGICIVFGF 
IILLLLVLRKRRDSLSLSTQRTOGPAESARNLEYVSVSPTNNTVYASVTHSNRETEIWTP 
RENDTITIYSTINHSKESKPTFSRATALDNVV 

Important features of the protein: 
Signal peptide : 
Amino acids 1-13 

Transmembrane domain : 
Amino acids 228-24 7 

N-glycosylation sites: 
Amino acids 58-62; 87-91; 137-141; 144-148; 161-165; 

178-182; 203-207; 281-285; 3O3-3 OT ; 
313-317 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Amino acids 251-255 

Tyrosine kinase phosphorylation sites: 
Amino acids 100-108; 186-194 

N-myristoylation sites: 
Amino acids 17-23; 1 O5-111; 17 O-176 

Amidation site: 
Amino acids 82-86 

Immunoglobulin domain : 
Amino acids 35-111 
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FIGURE 77 
GATCCCTCGACCTCGACCCACGCGTCCGCTCTTTAATGCTTTCTTTTTAAGAGAT CACCTTC 
TGACTTCT CACAGAAGAGGTTAACTATTACCTGTGGGAAGTCAGAAGGTGATCTCTTTAATG 
CTTTCTTTTTAAGAATTTTTCAAATTGAGACTAATTGCAGAGGTTCCAGTTGACCAGCATTC 
ATAGGAATGAAGACAAACACAGAGATGGTGTGTCTAAGAAACTTCAAAAGGTGTAGACCTCC 
TGACTGAAGCATATTGGATTTATTTAATTTTTTTCACTGTATTTCTGTCCTCCTACAAGGGA 
AAGTCATGATTACACTAACTGAGCTAAAATGCTTAGCAGATGCCCAGTCATCTTATCACATC 
TTAAAACCATGGTGGGACGTCTTCTGGTATTACATCACACTGATCATGCTGCTGGTGGCCGTG 
CTGGCCGGAGCTCTCCAGCTGACGCAGAGCAGGGTTCTGTGCTGTCTTCCATGCAAAGTGGA 
ATTTGACAATCACTGTGCCGTGCCTTGGGACATCCTGAAAGCCAGCATGAACACATCCTCTA 
ATCCTGGGACACCGCTTCCGCTCCCCCTCCGAATTCAGAATGACCTCCACCGACAGCAGTAC 
TCCTATATTGATGCCGTCTGTTACGAGAAACAGCTCCATTGGTTTGCAAAGTTTTTCCCCTA 
TCTGGTGCTCTTGCACACGCTCATCTTTGCAGCCTGCAGCAACTTTTGGCTTCACTACCCCA 
GTACCAGTTCCAGGCTCGAGCATTTTGTGGCCATCCTTCACAAGTGCTTCGATTCTCCATGG 
ACCACCCGCGCCCTTTCAGAAACAGTGGCTGAGCAGTCAGTGAGGCCTCTGAAACTCTCCAA 
GTCCAAGATTTTGCTTTCGTCCTCAGGGTGTTCAGCTGACATAGATTCCGGCAAACAGTCAT 
TGCCCTACCCACAGCCAGGTTTGGAGTCAGCTGGTATAGAAAGCCCAACTTCCAGTGGCCTG 
GACAAGAAGGAGGGTGAACAGGCCAAAGCCATCTTTGAAAAAGTGAAAAGATTCCGCATGCA 
TGTGGAGCAGAAGGACATCATTTATAGAGTATATCTGAAACAGATAATAGTCAAAGTCATTT 
TGTTTGTGCTCATCATAACTTATGTTCCATATTTTTTAACCCACATCACTCTTGAAATCGAC 
TGTTCAGTTGATGTGCAGGCTTTTACAGGATATAAGCGCTACCAGTGTGTCTATTCCTTGGC 
AGAAATCTTTAAGGTCCTGGCTTCATTTTATGTCATTTTGGTTATACTTTATGGTCTGACCT 
CTTCCTACAGCCTGTGGTGGATGCTGAGGAGTTCCCTGAAGCAATATTCCTTTGAGGCGTTA 
AGAGAAAAAAGCAACTACAGTGACATCCCTGATGTCAAGAATGACTTTGCCTTCATCCTTCA 
TCTGGCTGATCAGTATGATCCTCTTTATTCCAAACGCTTCTCCATATTCCTATCAGAGGTCA 
GTGAGAACAAACTGAAACAGATCAACCT CAATAATGAATGGACAGTTGAGAAACTGAAAAGT 
AAGCTTGTGAAAAATGCCCAGGACAAGATAGAACTGCATCT"TTTTATGCTCAACGGTCTTCC 
AGACAATGTCTTTGAGTTAACTGAAATGGAAGTGCTA AGCCTGGAGCTTATCCCAGAGGTGA 
AGCTGCCCTCTGCAGTCT CACAGCTGGTCAACCTCAAGGAGCTTCGTGTGTACCATTCATCT 
CTGGTCGTAGACCATCCTGCACTGGCCTTTCTAGAGGAGAATTTAAAAATCCTCCGCCTGAA 
ATTTACTGAAATGGGAAAAATCCCACGCTGGGTATTTCACCTCAAGAATCTCAAGGAACTTT 
ATCTTTCGGGCTGTGTTCTCCCTGAACAGTTGAGTACTATGCAGTTGGAGGGCTTTCAGGAC 
TTAAAAAATCTAAGGACCCTGTACTTGAAGAGCAGCCTCTCCCGGATCCCACAAGTTGTTACA 
GACCTCCTGCCTTCATTGCAGAAACTGTCCCTTGATAATGAGGGAAGCA AACTGGTTGTGTT 
GAACAACTTGAAAAAGATGGTCAATCTGAAAAGCCTAGAACTGATCAGCTGTGACCTGGAAC 
GCATCCCACATTCCATTTTCAGCCTGAATAATTTGCATGAGTTAGACCTAAGGGAAAATAAC 
CTTAAAACTGTGGAAGAGATTAGCTTTCAGCATCTTCAGAATCTTTCCTGCTTAAAGTTGTG 
GCACAATAACATTGCTTATATTCCTGCACAGATTGGGGCATTATCTAACCTAGAGCAGCTCT 
CTTTGGACCATAATAATATTGAGAATCTGCCCTTGCAGCTTTTCCTATGCACTAAACTACAT 
TATTGGATCTAAGCTATAACCACTTGACCTTCATTCCAGAAGAAATCCAGTATCTGAGTAA 
TTTCCAGTACTTTGCTGTGACCAACAACAATATTGAGATGCTACCAGATGGGCTGTTTCAGT 
GCAAAAAGCTGCAGTGTTTACTTTTGGGGAAAAATAGCTTGATGAATTTGTCCCCTCATGTG 
GGTGAGCTGTCAAACCTTACT CATCTGGAGCTCATTGGTAATTACCTGGAAACACTTCCTCC 
TGAACTAGAAGGATGTCAGTCCCTAAAACGGAACTGTCTGATTGTTGAGGAGAACTTGCTCA 
ATACTCTTCCTCTCCCTGTAACAGAACGTTTACAGACGTGCTTAGACAAATGTTGACTTAAA 
GAAAAGAGACCCGTGTTTCAAAATCATTTTTAAAAGTATGCTCGGCCGGGCGTGGTGGCTCA 
TGCCTATAATCCCAGCACTTTGGGAGGCCAAGATGGGCGGATTGCTTGAGGTCAGGAGTTCG 
AGACCAGTCTGGCCAACCTGGTGAAACCCCATCTCTGCTAAAACTACAAAAAAATTAGCCAG 
GCGTGGTGGCGTGCGCCTGTAATCCCAGCTACTTGGGAGGCTGACGCAGGGGAATTGCTTGA 
ACCAGGGAGGTGGAGGTTGCAGTGAGCCGAGATTGTGCCACTGTACACCAGCCTGGGTGACA 
GAGCAAGACTCTTATCT CAAAAAAAAAAAAAAA 
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FIGURE 78 
></usr/seqdb2/s st/DNA/DnaseqS. min/ss. DNA161005 
><subunit l of 1, 802 aa, 1 Stop 
><MW: 92235, pl.: 6.80, NX (S/T) : 5 
MITLTELKCLADAQSSYHILKPWWDVFWYYITLIMLLVAVLAGALQLTQSRVLCCLPCKV 
EFDNHCAVPWDILKASMNTSSNPGTPI, PLPLRIQNDLHRQQYSYIDAVCYEKQLHWFAKF 
FPYLVLLHTLIFAACSNFWLHYPSTSSRLEHFVAILHKCFDSPWTTRALSETVAEQSVRP 
LKLSKSKILLSSSGCSADIDSGKQSLPYPOPGLESAGIESPTSSGLDKKEGEOAKAIFEK 
VKRFRMHVEQKDIIYRVYLKQIIVKVILFVLIITYVPYFLTHITLEIDCSVDVQAFTGYK 
RYOCVYSLAEIFKVLASFYVILVII.YGLTSSYSLWWMLRSSLKQYSFEALREKSNYSDIP 
DVKNDFAFILHLADQYDPLYSKRFSIFLSEVSENKLKQINLNNEWTVEKLKSKLWKNAOD 
KIELHLFMLNGLPDNVFELTEMEVLSLELIPEVKLPSAVSOLVNLKELRWYHSSLVVDHP 
ALAFLEENLKILRLKFTEMGKIPRWVFHLKNLKELYLSGCVLPEQLSTMQLEGFODI.KNL 
RTLYLKSSLSRIPQVVTDLLPSLOKLSLDNEGSKLVVLNNLKKMVNLKSLELISCDLERI 
PHSIFSLNNLHELDLRENNLKTVEEISFQHLONLSCLKLWHNNIAYIPAQIGALSNLEQL 
SLDHNNIENLPLQLFLCTKLHYLDLSYNHLTFIPEEIOYLSNLOY FAVTNN NIEMLPDGL 
FOCKKLQCLLLGKNSLMNLSPHVGELSNLTHLELIGNYLETLPPELEGCQSLKRNCLIVE 
ENLLNTLPLPVTERLOTCLDKC 

Important features of the protein: 
Signal peptide : 
Amino acids 1-4 6 

Transmembrane domains : 
Amino acids 118-138; 261-281; 311-332 

N-glycosylation sites : 
Amino acids 78-82; 355-359; 633-637; 748-752 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Amino acids 382-386 

Tyrosine kinase phosphorylation site: 
Amino acids 21-30 

N-myristoylation sites : 
Amino acids 212-218; 327-333; 431-437; 652-658; 

719 - 725 

Prokaryotic membrane lipoprotein lipid attachment site: 
Amino acids 25-136 

Leucine Zipper pattern: 
Amino acids A 68 - 490 

Leucine Rich Repeat: - 
Amino acids 609-632; 748-77 O 
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FIGURE 80 

></usr/seqdb2/s st/DNA/DnaseqS. min/ss. DNAlT0245 
><subunit 1 of 1, 383 aa, 1 stop 
><MW: 40548, pl.: 6. 48, NX (S/T) : 1 
MPSGCRCLHLVCLLCILGAPGOPVRADDCSSHCDLAHGCCAPDGSCRCDPGWEGLHCERC 
VRMPGCQHGTCHQPWOCICHSGWAGKFCDKDEHICTTOSPCONGGOCMYDGGGEYHCVCL 
PGFHGRDCERKAGPCEQAGSPCRNGGOCQDDQGFALNFTCRCLVGFVGARCEVNVDDCLM 
RPCANGATCI, DGINRFSCLCPEGFAGRECTINLDDCASRPCORGARCRDRVHDFDCLCPS 
GYGGKTCELVLPVPDPPTTV DTPLGPTSAVVVPATGPAPHSAGAGLLRISVKEVVRRQEA 
GLGEPSLVALVVFGALTAALVLATVLLTLRAWRRGVCPPGPCCYPAPHYAPACODOECOV 
SMLPAGILPLPRDLPPEPGKTTAL 

Important features of the protein : 
Signal peptide : 
Amino acids 1-21 

Transmembrane domain : 
Amino acids 3 O 6-33 

N-glycosylation site: 
Amino acids 157-160 

Glycosaminoglycan attachment site: 
Amino acids 240-243 

N-myristoylation sites: 
Amino acids 44-49; 65-70; 243-248; 314-319 

Aspartic acid and asparagine hydroxylation sites: 
Amino acids 189-2OO; 227-238 

EGF-like domain cysteine pattern signature: 
AIllino acids 4 6-57; 77-88; 117-128; 160-171; 198-209; 

236-2 47 

Zinc finger, C3HC4 type, signature : 
Amino acids 7-16 

EGF-like domain proteins: 
Amino acids 46-58; 77-89; 117-129; 160-172; 198-210; 

216-228, 236-248 
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FIGURE 81 
GTTTGTTGCT CAAACCGAGTTCTGGAGAACGCCATCAGCTCGCTGCTTAAAATTAAACCACA 
GGTTCCATTATGGGTCGACTTGATGGGAAAGTCATCATCCTGACGGCCGCTGCTCAGGGGAT 
TGGCCAAGCAGCTGCCTTAGCTTTTGCAAGAGAAGGTGCCAAAGTCATAGCCACAGACATTA 
ATGAGTCCAAACTTCAGGAACTGGAAAAGTACCCGGGTATTCAAACTCGTGTCCTTGATGTC 
ACAAAGAAGAAACAAATTGATCAGTTTGCCAGTGAAGTTGAGAGACTTGATGTTCTCTTTAAT 
GTTGCTGGTTTTGTCCATCATGGAACTGTCCTGGATTGTGAGGAGAAAGACTGGGACTTCTC 
GATGAATCT CAATGTGCGCAGCATGTACCTGATGATCAAGGCATTCCTTCCTAAAATGCTTG 
CTCAGAAATCTGGCAATATTATCAACATGTCTTCTGTGGCTTCCAGCGT CAAAGGAGTTGTG 
AACAGATGTGTGTACAGCACAACCAAGGCAGCCGTGATTGGCCT CACAAAATCTCTGGCTGC 
AGATTTCATCCAGCAGGGCATCAGGTGCAACTGTGTGTGCCCAGGAACAGTTGATACGCCAT 
CTCTACAAGAAAGAATACAAGCCAGAGGAAATCCTGAAGAGGCACGGAATGATTTCCTGAAG 
AGACAAAAGACGGGAAGATTCGCAACTGCAGAAGAAATAGCCATGCTCTGCGTGTATTTGGC 

TTCTGATGAATCTGCTTATGTAACTGGTAACCCTGTCATCATTGATGGAGGCTGGAGCTTGT 
GATTTTAGGATCTCCATGGTGGGAAGGAAGGCAGGCCCTTCCTATCCACAGTGAACCTGGTT 
ACGAAGAAAACT CACCAATCATCTCCTTCCTGTTAATCACATGTTAATGAAAATAAGCTCTT 
TTTAATGATGTCACTGTTTGCAAGAGTCTGATTCTTTAAG TATATTAATCTCTTTGTAATCT 
CTTCTGAAATCATTGTAAAGAAATAAAAATATTGAACT CAT 
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FIGURE 82 

></usr/seqdb2/s st/DNA/Dnaseqs. min/ss. DNA171771 
><subunit 1 of 1, 245 aa, 1 stop 
><MW: 26711, pI: 8.00, NX (S/T) : 2 
MGRLDGKVIIILTAAAQGIGOAAALAFAREGAKVIATDINESKIOELEKYPGIOTRVLDVT 
KKKQIDOFASEVERLDVLFNVAGFVHHGTVLDCEEKDWDFSMNLNVRSMYLMIKAFLPKM 
LAOKSGNI INMSSVASSVKGVVNRCVYSTTKAAVIGLTKSLAADFIQQGIRCNCVCPGTV 
DTPSLOERIQARGNPEEARNDFI, KROKTGRFATAEEIAMLCVYLASDESAYVTGNPVIID 
GGWSL 

Important features of the protein: 
Signal peptide : 
Amino acids 1-2O 

N-glycosylation sites: 
Amino acids 39-43; 130-134 

Tyrosine kinase phosphorylation site: 
Amino acids 42-5 O 

N-myristoylation sites: 
AIllino acids 17-23; 19-25; 126-132; 156-162; 169-175 

Short-chain dehydrogenases/reductases family proteins: 
Amino acids 7-19; 73-83; 127-164; 169-1.78 

Short chain dehydrogenase : 
Amino acids -183 
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FIGURE 84 

></usr/seqdb2/s st/DNA/Dnasegs.min / ss. DNA1731.57 
><subunit 1 Of 1, 385 aa, 1 Stop 
><MW: 42200, pI: 5.57, NX (S/T) : 5 
MAAALEVLLGFALLGTHGASGAAGE'VQAPLSOORWVGGSVELHCEAVGSPWPEOWWFEG 
OGPNDTCSQLWDGARLDRVHIHATYHOHAASTISIDTLVEEDTGTYECRASNDPDRNHLT 
RAPRVKWVRAQAVVLVLEPGTVFTTVEDLGSKILLTCSLNDSATEVTGHRWLKGGVVLKE 
DALPGOKTEFKVDSDDOWGEYSCVFLPEPMGTANIOLHGPPRVKAVKSSEHINEGETAML 
WCKSESVPPVTDWAWYKITDSEDKALMNGSESRFFVSSSOGRSELHIENLNMEADPGQYR 
CNGTSSKGSDOAIITLRVRSHLAALWPFLGIVAEVLVLVTI IFIYEKRRKIPEDVLDDDDA 
GSAPLKSSGOHONDKGKNVRORNSS 

Important features of the protein: 
Signal peptide : 
Amino acids 1 - 18 

Transmembrane domain : 
Amino acids 32 O-343 

N-glycosylation sites: 
Anino acids 64-68; 160-164; 268-272; 3O2-306 

N-myristoylation sites: 
Amino acids 15-21; 18-24; 60-66; 104-110 ; 14 0-146; 

297-3O3; 308-314; 369-375 

Immunoglobulin domain : 
Amino acids 37-11 O; 15 O-205; 235-303 
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FIGURE 86 

></usr/seqdb2/s st/DNA/Dnaseqs. min / ss. DNA175734 
><subunit 1 of 1, 261 aa, 1 Stop 
><MW: 28231, pI: 9. 28, NX (S/T) : 1 
MGGAGIL,L,L,L,LAGAGVVVAWRPPKGKCPLRCSCSKDSAL CEGSPDLPWSFSPTL, SLSLV 
RTGVTOLKAGSFLRIPSLHILLLFTSNSFSVIEDDAFAGLSHLQYL FIEDNEIGSISKNAL 
RGLRSLTHLSLANNHLETLPRELFRGLDTLTHVDLRGNPFOCDCRVLWLLOWMPTVNASV 
GTGACAGPASLSHMOLHHLDPKT FKCRAIGGGLSRWGGRREIWGKGCOGOEARLTPCPAI 
SRSGKTLSKOHCLPEPOFSHL 

Important features of the protein: 
Signal peptide : 
Amino acids - 9 

N-glycosylation site: 
Amino acids 177-181 

N-myristoylation sites: 
Amino acids 15-21; 181-186; 210-215 

Amidation site: 
Amino acids 217-220 

Microbodies C-terminal targeting signal: 
Amino acids 259-2 62 

ATP/GTP-binding site motif A (P-loop) : 
Amino acids 239-2 4 6 

Leucine zipper pattern: 
Amino acids 129-15 O 

Leucine Rich Repeat: 
Amino acids 53-76; 149-171 

Leucine rich repeat C-terminal domain : 
AIli Ino acids 158-207 
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FIGURE 87 
CGGACGCGTGGGGCGGCGAGAGCAGCTGCAGTTCGCATCTCAGGCAGTACCTAGAGGAGCTG 
CCGGTGCCTCCTCAGAACATCTCCTGATCGCTACCCAGGACCAGGCACCAAGGACAGGGAGT 
CCCAGGCGCACACCCCCCATTCTGGGTCCCCCAGGCCCAGACCCCCACTCTGCCACAGGTTG 
CATCTTGACCTGGTCCTCCTGCAGAAGTGGCCCCTGTGGTCCTGCTCTGAGACTCGTCCCTG 
GGCGCCCCTGCAGCCCCTTTCTATGACTCCATCTGGATTTGGCTGGCTGTGGGGACGCGGTC 
CGAGGGGCGGCCTGGCTCTCAGCGTGGTGGCAGCCAGCTCTC'GGCCACCATGGCAAATGCT 
GAGATCTGAGGGGACAAGGCTCTACAGCCTCAGCCAGGGGCACTCAGCTGTTGCAGGGTGTG 
ATGGAGAACAAAGCTATGTACCTACACACCGTCAGCGACTGTGACACCAGCTCCATCTGTGA 
GGATTCCTTTGATGGCAGGAGCCTGTCCAAGCTGAACCTGTGTGAGGATGGTCCATGTCACA 
AACGGCGGGCAAGCATCTGCTGTACCCAGCTGGGGTCCCTGTCGGCCCTGAAGCATGCTGTC 
CTGGGGCTCTACCTGCTGGTCTTCCTGATTCTTGTGGGCATCTTCATCTTAGCAGGGCCACC 
GGGACCCAAAGGTGATCAGGGGGATGAAGGAAAGGAAGGCAGGCCTGGCATCCCTGGATTGC 
CTGGACTTCGAGGTCTGCCCGGGGAGAGAGGTACCCCAGGATTGCCCGGGCCCAAGGGCGAT 
GATGGGAAGCTGGGGGCCACAGGACCAATGGGCATGCGTGGGTTCAAAGGTGACCGAGGCCC 
AAAAGGAGAGAAAGGAGAGAAAGGAGACAGAGCTGGGGATGCCAGTGGCGTGGAGGCCCCGA 
TGATGATCCGCCTGGTGAATGGCTCAGGTCCGCACGAGGGCCGCGTGGAAGTGTACCACGAC 
CGGCGCTGGGGCACCGTGTGTGACGACGGCTGGGACAAGAAGGACGGAGACGTGGTGTGCCG 
CATGCTCGGCTTCCGCGGTGTGGAGGAGGTGTACCGCACAGCTCGATTCGGGCAAGGCACTG 
GGAGGATCTGGATGGATGACGTTGCCTGCAAGGGCACAGAGGAAACCATCTTCCGCTGCAGC 
TTCTCCAAATGGGGGGTGACAAACTGTGGACATGCCGAAGATGCCAGCGTGACATGCAACAG 
ACACTGAAAGTGGGCAGAGCCCAAGTTCGGGGTCCTGCACAGAGCACCCTTGCTGCATCCCT 
GGGGTGGGGCACAGCTCGGGGCCACCCTGACCATGCCTCGACCACACCCCGTCCAGCATTCT 
CAGTCCT CACACCTGCATCCCAGGACCGTGGGGGCCGGTCGTCATTTCCCTCTTGAACATGT 
GCTCCGAAGTATAACTCTGGGACCTACTGCCCGTCTCTCTCTTCCACCAGGTTCCTGCATGA 
GGAGCCCTGATCAACTGGAT CACCACTTTGCCCAGCCTCTGAACACCATGCACCAGGCCTCA 
ATATCCCAGTTCCCTTTGGCCTTTTAGTTACAGGTGAATGCTGAGAATGTGTCAGAGACAAG 
TGCAGCAGCAGCGATGGTTGGTAGTATAGATCATTTACTCTTCAGACAATTCCCAAACCTCC 
ATTAGTCCAAGAGTTTCTACATCTTCCTCCCCAGCAAGAGGCAACGTCAAGTGATGAATTTC 
CCCCCTTTACTCTGCCTCTGCTCCCCATTTGCTAGTTTGAGGAAGTGACATAGAGGAGAAGC 
CAGCTGTAGGGGCAAGAGGGAAATGCAAGTCACCTGCAGGAATCCAGCTAGATTTGGAGAAG 
GGAATGAAACTAACATTGAATGACTACCATGGCACGCTAAATAGTATCTTGGGTGCCAAATTCA 
TGTATCCACTTAGCTGCATTGGTCCAGGGCATGTCAGTCTGGATACAGCCTTACCTTCAGGT 
AGCACTTAACTGGTCCATTCACCTAGACTGCAAGTAAGAAGACAAAATGACTGAGACCGTGT 
GCCCACCTGAACTTATTGTCTTTACTTGGCCTGAGCTAAAAGCTTGGGTGCAGGACCTGTGT 
AACTAGAAAGTTGCCTACTTCAGAACCTCCAGGGCGTGAGTGCAAGGTCAAACATGACTGGC 
TTCCAGGCCGACCATCAATGTAGGAGGAGAGCTGATGTGGAGGGTGACATGGGGGCTGCCCA 
TGTTAAACCTGAGTCCAGTGCTCTGGCATTGGGCAGTCACGGTTAAAGCCAAGTCATGTGTG 
TCTCAGCTGTTTGGAGGTGATGATTTTGCATCTTCCAAGCCTCTTCAGGTGTGAATCTGTGG 
TCAGGAAAACACAAGTCCTAATGGAACCCTTAGGGGGGAAGGAAATGAAGATTCCCTATAAC 
CCTGGGGGTGGGGAGTAGGAATAAGGGGCCTTGGGCCTCCATAAATCTGCAATCTGCACCC 
TCCTCCTAGAGACAGGGAGATCGTGTTCTGCTTTTTACATGAGGAGCAGAACTGGGCCATAC 
ACGTGTTCAAGAACTAGGGGAGCTACCTGGTAGCAAGTGAGTGCAGACCCACCT CACCTTGG 
GGGAATCT CAAACTCATAGGCCTCAGATACACGATCACCTGTCATATCAGGTGAGCACTGGC 
CTGCTTGGGGAGAGACCTGGGCCCCTCCAGGTGTAGGAACAGCAACACTCCTGGCTGACAAC 
TAAGCCAATATGGCCCTAGGTCATTCTTGCTTCCAATATGCTTGCCACTCCTTAAATGTCCT 
AATGATGAGAAACTCTCTTTCTGACCAATTGCTATGTTTACATAACACGCATGTACTCATGC 
ATCCCTTGCCAGAGCCCATATATGTATGCATATATAAACATAGCACTTTTTACTACATAGCT 
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FIGURE 88 

></usr/seqdb2/s st/DNA/DnaseqS. min / ss. DNA176108 
><subunit 1 of 1, 270 aa 1 stop 
><MW: 28871, pI: 7.09, NX (S/T) : 1 
MENKAMYLE ITVSDCDTSSICEDSFDGRSLSKLNLCEDGPCHKRRASICCTOLGSLSALKH 
AVLGLYLLVFLILVGTFTLAGPPGPKGDQGDEGKEGRPGIPGL, PGLRGLPGERGTPGLPG 
PKGDDGKLGATGBMGMRGFKGDRGPKGEKGEKGDRAGDASGVEAPMMIRLVNGSGPHEGR 
VEVYHDRRWGTVCDDGWDKKDGDVVCRMLGFRGVEEVYRTARFGQGTGRIWMDDVACKGT 
EETIFRCSFSKWGVTNCGHAEDASVTCNRH 

Transmembrane domain : 
AIaino acids 55 - 8 O 

N-glycosylation site: 
Amino acids 17 2-175 

cAMP- and coMP-dependent protein kinase phosphorylation site: 
Amino acids 43-46 

Tyrosine kinase phosphorylation site: 
Amino acids 21.2-28 

N-myristoylation sites : 
Anino acids 53–58; 224 - 229; 239-244; 253-258 

Speract receptor repeated domain signature : 
Amino acids 17 3-211 

Scavenger receptor cysteine-rich domain : 
Amino acids 171-2 68 

Collagen Collagen triple helix repeat: 
Amino acids 9 O-149 
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FIGURE 90 
></usr/seqdb2/s st/DNA/Dnaseqs.min / ss. DNA190710 
><subunit 1 of 1, 877 aa, l stop 
><MW: 95132, pI: 8.77, NX (S/T) : 5 
MENWTGRPWLYLLLLLSL POLCLDOEVLSGHSLOTPTEEGOGPEGVWGPWVOWASCSOPC 
GVGVORRSRTCQLPTVQLHPSLPLPPRPPRHPEALL PRGQGPRPOTSPETLPLYRTOSRG 
RGGPLRGPASHLGREETOEIRAARRSRLRDPIKPGMFGYGRVPFALPLHRNRRHPRSPPR 
SELSLI SSRGEEAIPSPTPRAEPESANGSPQTELPPTELSVHTPSPQAEPLSPETAOTEV 
APRTRPAPLRHHPRAOASGTEPPSPTHSLGEGGEFRASPQPRRPSSQGWASPOVAGRRPD 
PFPSVPRGRGQOGQGPWGTGGTPHGPRLEPDPQHPGAWLPLLSNGPHASSLWSLFAPSSP 
IPRCSGESEQLRACSOAPCPPEOPDPRALOCAAFNSQEFMGQLYQWEPFTEVQGSORCEL 
NCRPRGFRFYVRHTEKVQDGTLCQPGAPDICVAGRCLSPGCDGILGSGRRPDGCGVCGGD 
DSTCRLVSGNLTDRGGPLGYQKILWIPAGALRLQIAOLRPSSNYLALRGPGGRSIINGNW 
AVDPPGSYRAGGTVFRYNRPPREEGKGESLSAEGPTTOPVDVYMIFQEENPGVFYQYVIS 
SPPPILENPTPEPPVPOLOPEILRVEPPLAPAPRPARTPGTLORQVRIPOMPAPPHPRTP 
GSPAAYWKRVGHSACSASCGKGVWRPIFLCISRESGEELDERSCAAGARPPASPEPCHG 

TPCPPY WEAGEWTSCSRSCGPGTOHRQLQCRQEFGGGGSSVPPERCGHLPRPNITQSCOL 
RLCGH WEVGSPWSQCSVRCGRGORSROVRCVGNNGDEVSEQECASGPPQPPSREACDMGP 
CTTAWFHSDWSSKVSPEPPAISCILGNHAQDTSAFPA 

Important features of the protein: 
Signal peptide: 
Amino acids 1-24 

N-glycosylation sites : 
Amino acids 3–6, 490 - 493; 773-776 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Anino acids 282-285 

N-myristoylation sites: 
Amino acids 208-213; 414 - 41.9; 463-468; 473 - 478; 475 - 480; 

478-483; 495-500; 54 6-551; 662-667; 755-760; 
756-761; 789-794 

Amidation sites : 
AIIllino acids 295-298; 467-470 

Leucine zipper pattern: 
Amino acids 504 - 526 

VWFC domain proteins: 
Amino acids 53-67; 732-746; 792-806 

Thrombospondin type 1 domain : 
Amino acids 48-87; 727-783; 787-841 
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FIGURE 91 
CGAGTATTTTCCCACCATCTCCAGCCGGAAACTGACCAAGAACTCTGAGGCGGATGGCATGT 
TCGCGTACGTCTTCCATGATGAGTTCGTGGCCTCGATGATTAAGATCCCTTCGGACACCTTC 
ACCATCATCCCTGACTTTGATATCTACTATGTCTATGGTTTTAGCAGTGGCAACTTTGTCTA 
CTTTTTGACCCTCCAACCTGAGATGGTGTCTCCACCAGGCTCCACCACCAAGGAGCAGGTGT 
AFACATCCAAGCTCGTGAGGCTTTGCAAGGAGGACACAGCCTTCAACTCCTATGTAGAGGTG 
CCCATTGGCTGTGAGCGCAGTGGGGTGGAGTACCGCCTGCTGCAGGCTGCCTACCTGTCCAA 
AGCGGGGGCCGTGCTTGGCACGACCCTTGGAGTCCATCCAGATGATGACCTGCTCTTCACCG 
TCTTCTCCAAGGGCCAGAAGCGGAAAATGAAATCCCTGGATGAGTCGGCCCTGTGCATCTTC 
ATCTTGAAGCAGATAAATGACCGCATTAAGGAGCGGCTGCAGTCTTGTTACCGGGGCGAGGG 
CACGCTGGACCTGGCCTGGCTCAAGGTGAAGGACATCCCCTGCAGCAGTGCGCTCTTAACCA 
TTGACGATAACTTCTGTGGCCTGGACATGAATGCTCCCCTGGGAGTGTCCGACATGGTGCGT 
GGAATTCCCGTCTTCACGGAGGACAGGGACCGCATGACGTCTGTCATCGCATATGTCTACAA 
GAACCACTCTCTGGCCTTTGTGGGCACCAAAAGTGGCAAGCTGAAGAAGGTGCCTGGTACCA 
GCCTCTGCCCTACCCTTGAGCTACAGACGGGACCCCGATCCCACAGAGCAACAGTGACTCTG 
GAACTCCTGTTCTCCAGCTGTTCATCAAACTGAGAAAAACTTCAGAGCTGTGTAGGCTTATT 
TAGTGTGTTGTCAGCCTTGGATATTGGAAAATGGAAACAGATGAGACACATCTACCTCCCTG 
TGACCCCAGCCATACATCATAGCTCATGTCCTGCCACCCCAAGTCCTTAGGGAAAAAAGACT 
TTGGAGAATGTGTCTCTGCTTAGCTTGGCTAGGTAGTTGGTCTCTTTTCTCTCCCCCAAGCC 
TCCCCTGGGTAATTTTGGACAATGGAGTGTAGGCATGTTTGACTCTTGTGGTGTTATCACTT 
GTATATGTCAGTGAAACTAACTGATTCTCCCATCGGAATATAGTTATCTCTTGGGCCTGATA 
TATGGTAGGATAACCTTATGCTCATCTGTCCACTTCTGCAGCCAAGTCGCCTGGCCAGTGTG 
TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCTTATCTGTGTTTAAAGGTGTGTG 
TGCATACACAGGGCAGAGAGGATGGAGCCCACCGTACTGCAGCATCATGTAATTAACT CAGT 
GCTCAGAACCATCCCAGCCTCTGCGGGAAAGAGAAAAGTAAGCCAACAGTGCCTGATGAGCT 
GATCATATGTGCAAAAGCTCTGTTGGCATCTGGTCCAGGAGAGCACCCAAAAAAAGT'TAATT 
GGTGTTGTCCAGTCTCCTTTCCTTA AGACTATGGTTACAACAAAGCGTGAGCAGTGTCTCCT 
GCATGGCCACTATCCAGCACAATTCCATAATTCCCCCATAGAGCCGGTGGGGAGGAGGAGGT 
GAGTGGCGAAGGAAGTGGAAACACTTGGTGTCATGTGCTCCTATCATTTCTACTAGCTTACT 
GGGAAATAAAGTGTAGTCAAGAGTGTATGAAGGCAAGATGTAAAATTAGCGACTGGTGCTAA 
TCTGGTTACTTGAAAACAAGTGAAAGTGCTGTAGATTTGTTCTGTTGCTAAGAACCACCACA 
CTAAACCTCGTATAGTTCCTGGAGGATATACAACAGTGTAATTCTCTTTAGGGTGTGCCACA 
GGTTCCTGGCCTGTGGGAGGGAATGAATCAGGAGGGCTCTTGAGAACCTTCATCTGTGTGCT 
TGCACTGAAAGTGAGTCCCAAAGCTGGAGATTTAGTGAGAGCAGGCAACCCCTCTGTGTCTC 
ACGTCCATATTCTGGAGGCAGAGGTTTGTAACAGGCCATGTGCACCTGCATAGGGATGGGT 
AAAGCAAGGACTTTGAAAGAGTTGAAAAGCATTATAAACAGTTGTTCAGAAATACGTCCCAG 
GAGTTCCATGTGAAACTGGCTCTGTGTGCATTGAAGCATGGCTGTTGGGAATTCTAACTGGT 
CCAACACTCCTGCAAAACAATGTGTAAATATTTAGGAAGAAACTTGAAAATAGTCAAATCCT 
TTGAACTGGTGACAATTTTTTAAAGAATCAATTCTAATTTGTTTCAAGGGTAATAATCACCA 
AGATACACATTTCAGCATTTATTTAGTCTATCAAAAATTGGAATTGATATATACACTCATTT 
ATAGGAGAATGGTTAGGTAGATTTGGTATATTTAGTAGTCATTGAAAACTTAGTTTATAAA 
GGCCAATCTTGTAACTGATTCTTGTGTGATAACATTCAGTGAAAAAGCATGAGACAATTAGA 
AAGCATGATACAATGAATAAAATAAAAACTGGAAAGAGAACCATCAAAATGCTAA 
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FIGURE 92 

></usr/Seddb2/s st/DNA/DnasedS. min/ss. DNA190803 
><subunit 1 of 1, 280 aa, 1 stop 
>KMW: 31222, pI: 7. 40, NX (S/T) : 1 
MFAYVFHDEFVASMIKIPSDTFTIIPDFDIYYWYGESSGNFVYFLTLOPEMVSPPGSTTK 
EQVYTSKLVRLCKEDTAFNSYVEVPIGCERSGVEYRLLOAAYLSKAGAVLGRTLGVHPDD 
DLLFTVFSKGQKRKMKSLDESALCIFILKQINDRIKERLQSCYRGEGTLDLAWLKVKDIP 
CSSALLTIDDNFCGLDMNAPLGVSDMVRGIPWFTEDRDRMTSWAYVYKNHSLAFVGTKS 
GKLKKVPGTSLCPTLELOTGPRSHRATVTLELLFSSCSSN 

Important features of the protein: 

N-glycosylation site: 
Amino acids 23 O-233 

N-myristoylation sites : 
Amino acids 87-92; 1 O7-112, 194-199; 237-242 
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FIGURE 94 
></usr/seqdb2/s st/DNA/Dna seqS. min/ss. DNA191064 
><subunit 1 of 1, 847 aa, 1 stop 
><MW: 93607, pI : 5.33, NX (S/T) : 3 
MYNSVKGSCSEPVSFTTHSCAPECPFPPKLAHRSKSSLTLOWKAPIDNGSKITNYLLEWD 
EGKRNSGFRQCFFGSOKHCKLTKLCPAMGYTFRLAARNDIGTSGYSOEVVCYTLGNIPOM 
PSALRLVRAGITWVTLOWSKPEGCSPEEVITYTLEIQEDENDNLFHPKYTGEDLTCTVKN 
LKRSTQYKFRLTASNTEGKSCPSEVLVCTTSPDRPGPPTRPLVKGPVTSHGFSVKWDPPK 
DNGGSEILKYLLEITDGNSEANQWEVAYSGSATEYTFTHLKPGTLYKLRACCISTGGHSQ 
CSESLPVRTLSIAPGQCRPPRVLGRPKHKEVHLEWDVPASESGCEVSEYSVEMTEPEDVA 
SEWYHGPELECTVGNLLPGTVYRFRVRALNDGGYGPYSDVSEITTAAGPPGQCKAPCISC 
TPDGCVLVGWESPDSSGADISEYRLEWGEDEESLELIYHGTDTRFEIRDLLPAAQYCCRL 
OAFNOAGAGPYSELVLCOT PASAPDPVSTLCVLEEE PLDAYPDSPSACLVLNWEEPCNNG 
SEILAYTIDLGDTSITVGNTTMHVMKDLLPETTYRIRIQAINEIGAGPFSQFIKAKTRPL 
PPL PPRLECAAAGPOSLKLKWGDSNSKTHAAEDIVYTLQLEDRNKRFISIYRGPSHTYKV 
QRLTEFTCYSFRIOAASEAGEGPFSETYTFSTTKSVPPTIKAPRVTOLEVNSCEILWETV 
PSMKGDPVNYILQVLVGRESEYKQVYKGEEATFQISGLOTNTDYRFRVCACRRCLDTSOE 
LSGAFSPSAAF'VLQRSEVMLTGDMGSI, DDPKMKSMMPTDEQFAAIIVLGFATI, SILEAFI 
LOY FILMK 

Important features of the protein: 
Transmembrane domain : 
Amino acids 823-843 

N-glycosylation sites: 
Amino acids 48-51, 539-542; 559-5 62 

cAMP- and cqMP-dependent protein kinase phosphorylation site: 
Anino acids 63-66; 182-185 

Tyrosine kinase phosphorylation sites: 
Amino acids 387-394; 662-669 

N-myristoylation sites: 
Anino acids 49-54; 257-262; 343-348; 437-442; 757-762 

Amidation site: 
Amino acids 61-64 

ATP/GTP-binding site motif A (P-loop) : 
Amino acids 193-2OO 

Fibronectin type III domain : 
Amino acids 22-106; 118-203; 215-302; 31.4 -398; 

410 - 492; 504-590; 601-685; 697-778 
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FIGURE 95B 

CTCTGCTGGCCCTTCATCTGTTCAGGAACACACACACACACACACTCACACACGCACACACAATCACAATTTGC 
TACAGCAACAAAAAAGACATGGGCTGTGGCATTATTAATTAAAGATGATATCCAGTC 




























































































































































































































































































































































































































